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SEQ 
ID 


Hit ID 
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Description 


S 

score 


% 
Identity 


1697 


AAE22224 


Homo sapiens 


Human 56S5C6 protein. 






1697 


ABG40551 


Homo sapiens 


Human peptide encoded by genome- 
derived single exon probe SEQ ID 
30216. 


516 


98 


1697 


AAM 18652 


Homo sapiens 


Peptide #5086 encoded by probe for 
measuring cervical gene expression. 


516 


98 


1698 


AAM39274 


Homo sapiens 


Human polypeptide SEQ ID NO 
2419. 


1596 


79 


1698 


AAB29653 


Homo sapiens 


Human membrane-associated protein 
HUMAP-10. 






1698 


gi9858855 


Homo sapiens 


HPT protein 


1596 


79 


1699 


gi6841138 


Homo sapiens 


HSPC099 


275 


100 


1699 


AAB93037 


Homo sapiens 


Human protein sequence SEQ ID 
NO: 11816. 


130 


23 


1699 


AAB61308 


Homo sapiens 


Human transcriptional regulator 
protein #8. 


125 


22 


1700 


AAM93959 


Homo sapiens 


Human polypeptide, SEQ ID NO: 
4164. 


1182 


99 


1700 


AAB36587 


Homo sapiens 


Human FLEXHT-9 protein sequence 
SEQ ID NO:9. 


590 


53 

— 


1700 


AAB93652 


Homo sapiens 


Human protein sequence SEQ ID 
NO: 13 161. 


~586 — 




1701 


gi30264 


Homo sapiens 


cystatin D 


392 


100 


1701 


gil6116526 


Homo sapiens 


yX60D10.1 (cystatin D) 


387 


10 °... 


1701 


AA015149 


Homo sapiens 


Human cystatin D protein sequence. 




98 


1702 


gil374754 


Staphylothermus 


tetrabrachion 


72 


27 


1703 


AAE 17127 


Homo sapiens 


Human GnT-V protein. 


628 


77 


1703 


AAB48911 


Homo sapiens 


Human beta-l,6-N- 
acetylglucosamine transferase (GnT- 
V). 


628 


77 


1703 


AAB83010 


Homo sapiens 


Human GnT-V. 


628 


77 


1704 


AAY68736 


Homo sapiens 


Short chain alcohol dehydrogenase- 
related molecule ScRM-2 cDNA. 


1249 


81 


1704 


AAY69295 


Homo sapiens 


A human human protein, designated 
HSPC021 (CBFAIG06). 


1249 


81 


1704 


AAB58463 


Homo sapiens 


Lung cancer associated polypeptide 
sequence SEQ ID 801. 


1249 


81 


1705 


gil 5294065 


Ictalurus 
punctatus 


40S ribosomal protein S26-2 


212 


58 


1705 


ABP42978 


Homo sapiens 


Human ovarian antigen HPDWD69, 
SEQ IDNO:4110. 


208 


58 


1705 


AAG76127 


Homo sapiens 


Human colon cancer antigen protein 
SEQIDNO:6891. 






1706 


gi6580428 


Homo sapiens 


IkappaBR 


2759 


95 


1706 


gil4250636 


Homo sapiens 


nuclear factor of kappa light 
polypeptide gene enhancer in B-cells 
inhibitor-like 2 


2606 


86 


1706 


gi746415 


Homo sapiens 


I kappa BR 


1655 


71 


1707 


AAM79219 


Homo sapiens 


Human protein SEQ ID NO 1 88 1 . 


325 


64 


1708 


gi5901529 


Homo sapiens 


C2H2 type Kruppel-like zinc finger 
protein splice variant b 


565 


99 


1708 


gi5901527 


Homo sapiens 


C2H2 type Kruppel-like zinc finger 
protein 


317 


33 


1708 


gil 50299 16 


Mus museums 


Similar to Zinc finger protein 118 


296 


31 



Table 2B 
295 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


% 
Identity 


1709 


AAU85415 


Homo sapiens 


Human protein NOV13. 


953 


98 


1709 


AAU72895 


Homo sapiens 


Human metalloprotease partial 
protein sequence #7. 


925 


100 


1709 


AAU74750 


Homo sapiens 


Human protease PRTS-10 protein 
sequence. 


925 


100 


1710 


gil2862392 


Mus musculus 


D86 


2863 


64 


1710 


ABG37531 


Homo sapiens 


Human peptide encoded by genome- 
derived single exon probe SEQ ID 
27196. 


1687 


100 


1710 


AAM03553 


Homo sapiens 


Peptide #2235 encoded by probe for 
measuring breast gene expression. 


1687 


100 


1711 


gil787337 


acyl-carrier- 
protein synthase 
II [Escherichia 
coli K12] 


3-oxoacyl- 


315 


91 


1711 


gil25 14639 


acyl-carrier- 
protein synthase 
II [Escherichia 
coli 0157:H7 
EDL933] 


3-oxoacyl- 


315 


91 


1711 


gi664870 


Escherichia coli 


beta-ketoacyl-acyl carrier protein 
synthase II 


315 


91 


1712 


AAG75407 


Homo sapiens 


Human colon cancer antigen protein 
SEQIDNO:6171. 


1258 


82 


1712 


AAR89952 


Homo sapiens 


Insulin-like growth factor binding 
protein-3. 


1232 


80 


1712 


AAU85512 


Homo sapiens 


Clone #19095 (L549S) of lung 
tumour protein. 


1228 


80 


1713 


AAB94696 


Homo sapiens 


Human protein sequence SEQ ID 
NO: 15673. 


710 


97 


1713 


AAB99892 


Homo sapiens 


Human RNA helicase gene helicain 
C protein sequence SEQ ID NO:6. 


710 


97 


1713 


AAB99891 


Homo sapiens 


Human RNA helicase gene helicain 
B protein sequence SEQ ID NO:4. 


710 


97 


1714 


gil5384740 


Homo sapiens 


paralemmin-2 


1652 


100 


1714 


gil5384742 


Homo sapiens 


Palm2-AKAP2 fusion protein 


1577 


100 


1714 


gil4041780 


Homo sapiens 


AKAP-2 protein 


410 


73 


1715 


gil3021825 


Homo sapiens 


polymerase 


575 


48 


1715 


gi3600067 


Homo sapiens 


polymerase 


572 


48 


1715 


gil780973 


Human 
endogenous 
retrovirus K 


pol protein 


572 


48 


1717 


gi35825 


Homo sapiens 


pregnancy zone protein 


6592 


88 


1717 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


4985 


66 


1717 


AAR11749 


Homo sapiens 


Human aIpha-2 macroglobulin bait 
region mutant. 


4976 


66 


1718 


gil3366277 


Homo sapiens 


dJ998H6.1 (ortholog of rat PB- 
Cadherin) 


1167 


93 


1718 


gi4760578 


Mus musculus 


PB-Cadherin 


1028 


84 


1718 


gil398912 


Rattus 
norvegicus 


short type PB-cadherin 


1022 


84 


1720 


AAE06588 


Homo sapiens 


Human protein having hydrophobic 
domain, HP 10778. 


687 


100 


1720 


AAM40979 


Homo sapiens 


Human polypeptide SEQ ID NO 
5910. 


687 


100 
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1720 


gil5072402 


Raja erinacea 


organic solute transporter alpha 






1721 


AAG81345 


Homo sapiens 


Human AFP protein sequence SEQ 
ID NO:208. 


839 


62 


1721 


gi 16359082 


Homo sapiens 


Similar to RIKEN cDNA 
2810049G06 gene 


839 


62 


1721 


AAB93797 


Homo sapiens 


Human protein sequence SEQ ID 
NO:13560. 


836 


62 


1722 


gi871883 


Homo sapiens 


lanosterol 14-demethylase 






1722 


gi 1809225 


Homo sapiens 


lanosterol 14-demethylase 
(cytochrome p450) 


2180 


99 


1722 


gil698396 


Homo sapiens 


lanosterol 14-demethylase 
cytochrome P450 


2180 


99 


1723 


ABG41541 


Homo sapiens 


Human peptide encoded by genome- 
derived single exon probe SEQ ID 
31206. 


232 




1723 


AAM32019 


Homo sapiens 


Peptide #6056 encoded by probe for 
measuring placental gene expression. 


232 


100 


1723 


AAM71727 


Homo sapiens 


Human bone marrow expressed 
probe encoded protein SEQ ID NO: 
32033. 


232 


100 


1724 


AAY53040 


Homo sapiens 


Human secreted protein clone 
kj320_l protein sequence SEQ ID 
NQ:86 - 






1724 


gi3510639 


Rattus 
norvegicus 


UDP-GaINAc:poIypeptide N- 
acetyl galactosam i nyl transferase T5 




~59 


1724 


gi6688167 


Homo sapiens 


GalNAc-T5 


] 082 





1725 


ABP41917 


Homo sapiens 


Human ovarian antigen H6EDF71, 
SEQ ID NO:3049. 


1329 


97 

— 


1725 


AAG75406 


Homo sapiens 


Human colon cancer antigen protein 
SEQ ID NO:6170. 


1329 


97 


1725 


gi396176 


Homo sapiens 


antigenic surface determinant OA3 


1329 


~97 


1726 


AAU79036 


Homo sapiens 


Human SHPS-1 (not defined) 
receptor. 


858 


98 

— 




AAW40481 


Homo sapiens 


Human SH2 binding protein. 


~~858 — 




1726 


AAW49909 


Homo sapiens 


Signal regulatory protein 4 (SIRP4). 


858 


98 


1727 


gi2707601 


Homo sapiens 


synaptophysin 






1727 


gil5928723 


Mus musculus 


synaptophysin 


1585 


94 


1727 


gi57326 


Rattus 
norvegicus 


synaptophysin (AA 1-307) 






1728 


gil5590682 


Homo sapiens 


histone deacetylase 9a 


628 


96 


1728 


gil5590680 


Homo sapiens 


histone deacetylase 9 






1728 


gil2060992 


Mus musculus 


MEF2-interacting transcription 
repressor MITR 


625 


95 


1729 


gi2 1430596 


Drosophila 
melanogaster 


RE16431p 


891 


39 


1729 


gil4164377 


Mus musculus 


Type II membrane protein of 
ER~mouse gene similar to alpha- 
mannosidase 


350 


33 


1729 


gil504008 


Homo sapiens 


Containing ATP/GTP-binding site 
motif A(P-loop): Similar to 
C.elegans 

protein(Pl:CEC47E128);Similar to 
Mouse alpha- 
mannosidase(Pl :B54407) 


346 


33 


1730 


gi7861753 


Mus musculus 


GABA-A receptor epsilon-like 


412 


32 
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subunit 






1730 


gil 1610622 


Rattus 
norvegicus 


GABA-A epsilon subunit splice 
variant 






1730 


gi7861743 


Rattus 
norvegicus 


GABA-A receptor epsilon-like 
subunit 


411 


32 


1731 


AAW80135 


Homo sapiens 


Human recombinant neurokinin-2 
(NK-2) receptor protein. 






1731 


gil89222 


Homo sapiens 


neurokinin-2 receptor 


1743 


95 


1731 


gil89135 


Homo sapiens 


neurokinin A receptor 


1742 


95 


1732 


AAB75594 


Homo sapiens 


Human secreted protein sequence 
encoded by gene 37 SEQ ID 
NO:148. 


678 


99 


1732 


AAB80437 


Homo sapiens 


Gene #20 associated peptide #1. 


381 


98 


1732 


AAM78175 


Homo sapiens 


Human bone marrow expressed 
probe encoded protein SEQ ID NO: 
38481. 


365 


100 


1733 


ABB84853 


Homo sapiens 


Human PROl 120 protein sequence 
SEQ ID NO:74. 






1733 


ABB90378 


Homo sapiens 


Human polypeptide SEQ ID NO 
2754. 


293 


100 


1733 


ABB95459 


Homo sapiens 


Human angiogenesis related protein 
PROl 120 SEQ ID NO: 74. 


293 


100 


1734 


ABB07527 


Homo sapiens 


Human drug metabolizing enzyme 
(DME) (ID: 5643401CD1). 


1652 


79 


1734 


ABB07515 


Homo sapiens 


Human drug metabolizing enzyme 
(DME) (ID: 8097779CD1). 


867 


73 


1734 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


718 


58 


1735 


AAM40183 


Homo sapiens 


Human polypeptide SEQ ID NO 

3328. 


1322 


67 


1735 


AAY71159 


Homo sapiens 


Human phosphodiesterase interacting 
protein, myomegalin. 


1322 


67 


1735 


gi4761644 


Rattus 
norvegicus 


myomegalin 


886 


44 


1736 


AAM94312 


Homo sapiens 


Human reproductive system related 
antigen SEQ ID NO: 2970. 






1736 


ABJ03726 


Homo sapiens 


Human ovary specific protein SEQ 
ID NO: 168. 






1736 


gi8439396 


HERV-H/env62 


envelope protein 






1737 


AAY76177 


Homo sapiens 


Human secreted protein encoded by 
gene 54. 


288 


100 


1738 


AAY92075 


Homo sapiens 


Human DKR-4. 


759 


100 


1738 


AAB08875 


Homo sapiens 


Amino acid sequence of a human 
Dickkopf (Dkk)-4 protein. 


759 


100 


1738 


AAW73017 


Homo sapiens 


Human cysteine-rich secreted protein 
CRSP-2. 


759 


100 


1739 


ABB97828 


Homo sapiens 


Human secretory polypeptide 
(SPTM) 80. 


2007 


86 

— 


1739 


ABB90159 


Homo sapiens 


Human polypeptide SEQ ID NO 
2535. 


1S4? 




1739 


gil 8642980 


Homo sapiens 


GTPase 


1524 


61 


1740 


AAB49278 


Homo sapiens 


Protein encoded by zsig8 1 cDNA 
fragment. 


755 


94 


1740 


AAU29276 


Homo sapiens 


Human PRO polypeptide sequence 
#253. 


755 


94 


1740 


gil 2003 127 


Eremothecium 


GTPase activating protein BEM2 


83 


28 



WO 03/054152 



PCT/US02/39555 
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gossypii 








— 

1741 


, 

gi2 1707232 


Homo sapiens 


. — r-p — fr ang rter life 

protein ° ° ° 3nSP0 ^ ' & 


1637 


76 


1741 


AAB65196 


Homo sapiens 


Human PROl 115 (UNQ558) protein 
sequence SEQ ID NO-.177. 


1636 


76 




AAB87541 


Homo sapiens 


Human PROl 115. 


1636 


76 


1742 


AAG66142 


Homo sapiens 


Human PAS Kinase (PASK) 
polypeptide. 


2227 


99 


1742 


AAM7923 1 


Homo sapiens 


Human protein SEQ ID NO 1893. 






1742 


AAM79230 


Homo sapiens 


Human protein SEQ ID NO 1892. 


2227 


99 


1743 


gil3879899 


Mycobacterium 
tuberculosis 
CDC 1551 


PPE family protein 






1743 


gi2653311 


Bovine 

herpesvirus type 
1.1 


very large virion protein (tegument) 


99 


27 


1743 


gil491621 


Bovine 
herpesvirus 1 








1744 


gi5931718 


Chlamydomonas 
reinhardtii 


1 -alpha dynein heavy chain 


2126 


56 


1744 


gi9409781 


Chlamydomonas 
reinhardtii 


1 beta dynein heavy chain 


1121 


34 


1744 


gi5 14215 


Chlamydomonas 
reinhardtii 


dynein beta heavy chain 


1070 


33 


1745 


AAB53088 


Homo sapiens 


Human angiogenesis-associated 
protein PR0328, SEQ ID NO: 132. 


1972 


89 


1745 


AAB80260 


Homo sapiens 


Human PR032S protein. 


1972 


89 


1745 


AAU12351 


Homo sapiens 


Human PR0328 polypeptide 
sequence. 






1746 


AAU29172 


Homo sapiens 


Human PRO polypeptide sequence 
#149. 






1746 


AAY99398 


Homo sapiens 


Human PRO1301 (UNQ667) amino 
acid sequence SEQ ID NO:212. 


730 


68 


1746 


AAM38651 


Homo sapiens 


Human polypeptide SEQ ID NO 


728 


68 


1747 


AAE21056 


Homo sapiens 


Human drug metabolising enzyme 
(DME-14) protein. 


111 


59 


1748 


AAE03560 


Homo sapiens 


Human differentially expressed 
kidney cDNA 22360 encoded 
protein. 


1140 


88 


1748 


AAM42434 


Homo sapiens 


Human kidney related polypeptide 
SEQ ID NO 303. 


~466 


~98 


Tf4S~ 


-— — — 

AAM99619 


Homo sapiens 


Human excretory related polypeptide 
SEQ ID NO 356. 


~466 


~98 






Homo sapiens 


Human transporter and ion channel 
(TRICH) 10. 


2309 


100 




gil3506805 


Homo sapiens 


thymic stromal co-transporter 








gil3506808 


Mus musculus 


thymic stromal co-transporter 


1782 


77 


1750 


gil8157547 


Mus musculus pecanex-like 3 


7005 


89 


1750 


gil5076843 


Homo sapiens 


pecanex-like protein 1 


4359 


51 


1750 


gil3171105 


Takifugu 
rubripes 


pecanex 


4118 


58 


1751 


AAY06603 


Homo sapiens 


Retinoblastoma interacting protein 
GluTl*. 


411 


100 


1751 


gi825504 


Homo sapiens 


glutamate transporter 


411 


100 
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1751 


S 


825663 


Homo sapiens 


GLAST1 


411 


100 


1752 


g 


2078518 


Homo sapiens 


neogenin 






1752 


g 


641966 


Gallus gallus 


neogenin 


591 


98 


1752 


gil785999 


Rattus 
norvegicus 


neogenin 


586 


97 


1753 


ABB53278 


Homo sapiens 


Human polypeptide #18. 


315 


26 


1753 


ABB53277 


Homo sapiens 


Human polypeptide #17. 


315 


26 


1753 


AAP94014 


Homo sapiens 


Carcinoembryonic cell surface 
antigen. 






1754 


AA021681 


Homo sapiens 


Human secreted protein SEQ ID No 
23. 






1754 


AAB75375 


Homo sapiens 


Human secreted protein #34. 


-|tf — 


~Jf 


1754 


AAB88603 


Homo sapiens 


Human hydrophobic domain 
containing protein clone HP10770 






1755 


AAE22906 


Homo sapiens 


Human transporter and ion channel 
(TRICH) 5. 


1973 


90 


1755 


AAE16350 


Homo sapiens 


Human tetracycline transporter like- 
like protein, POLY14. 


1969 


90 


1755 


gi2506078 


Mus musculus 


tetracycline transporter-like protein 


1961 


90 


1756 


AAB 88469 


Homo sapiens 


Human membrane or secretory 
protein clone PSEC0027. 


1065 


98 


1756 


AAE06608 


Homo sapiens 


Human protein having hydrophobic 
domain, HP 10798. 


1065 


98 

— 


1756 


AAM40347 


Homo sapiens 


Human polypeptide SEQ ID NO 
J ^ 92, — — j— : 






1757 


giS925284 


. 

Homo sapiens 


phosphatidyhnositol polyphosphate 




~91 




gi9295353 


: 

Mus musculus 


HnosFoi' pol^Vosphate 5 phosphatase 


1989 


78 


1757 


gi5360761 


Rattus 
norvegicus 


pharbin 


1928 


77 


1758 


gi395207 


Bos taurus 


potassium channel (BGK5) 


753 


82 


1758 


gi 1 86669 


Homo sapiens 


potassium channel^ ^ annel 




-|| — 


1758 


gi304652 


Canis familiaris 








1759 


AAB65058 


Homo sapiens 


Gene #7 associated peptide #12. 


908 


93 


1759 


AAB64999 


Homo sapiens 


Human secreted protein #7. 






1759 


AAU01099 


Homo sapiens 


Gene 35 Human secreted protein 
homologous amino acid sequence. 


814 


91 


1760 


AAU11384 


Homo sapiens 


Human T2R61 (hT2R61) 
polypeptide. 


802 


100 


1760 


gi20336531 


Homo sapiens 


candidate taste receptor T2RP1 


794 


99 


1760 


ABB06836 


Homo sapiens 


Human nGPCR-Seql048 protein 
sequence SEQ ID NO: 105. 


718 


79 


1761 


AAY36115 


Homo sapiens 


Extended human secreted protein 
sequence, SEQ ID NO. 500. 


514 




87 




1761 


AAW64556 


Homo sapiens 


Human osterocarcinoma cell line U-2 
OS clone HP 103 05 protein. 


514 


87 




gil4250122 


Homo sapiens 


stem/progenitor cells protein 
MDS029 


514 


87 


1762 


AAG78575 


Homo sapiens 


Human SLC5A3 amino acid 
sequence. 


3621 


100 


1762 


AAB47976 


Homo sapiens 


BCW2. 


3621 


100 


1762 


gi2739094 


Homo sapiens 


sodium/myo-inositol cotransporter 


3621 


100 


1763 


ABB80578 


Homo sapiens 


Human sbg618069LRR protein #2. 


3076 


99 
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1763 


ABB80577 


Homo sapiens 


Human sbg618069LRR protein #1. 


*^ 2 




1763 


AAW84596 


Homo sapiens 


Amino acid sequence of the human 
Tango-79 protein, 


1 

— - — 


~n 

44 

— 


1764 


ABB81460 


Homo sapiens 


Human aggrecanase MDTS8 protein 
SEQ ID NO:2, 




— 




; 

gil9171150 


— ; 

Homo sapiens 


AD AMTS 1 8 protein 


~3364 — 




1764 


AAU72893 


Homo sapiens 


Human metalloprotease partial 
protein sequence #5. 


2762 


90 


1765 


gil695682 


Homo sapiens 


hepatic triglyceride lipase 


152 


64 


1765 


_gi32498 


Homo sapiens 


precursor (AA -23 to 476) 


"Hi — 


— 




gi339593 


Homo sapiens 


triglyceride lipase 






1766 


AAM79459 


Homo sapiens 


Human protein SEQ ID NO 3105. 


1493 


100 


1766 


AAM78475 


Homo sapiens 


Human protein SEQ ID NO 1 137. 






1766 


ABB 11930 


Homo sapiens 


Human secreted protein homologue, 
SEQ ID NO:2300. 


1493 


100 
— 




AAM47914 


Homo sapiens 


Human lysophosphatidic aminoacyl 
transferase 42. 


"324 




1767 


AAE 15296 


Homo sapiens 


Human LPAAT delta protein. 






1767 


AAB65188 


Homo sapiens 


Human PRO1016 (UNQ499) protein 
sequence SEQ ID NO: 156. 


324 


90 


1768 


AAE23757 


Homo sapiens 


Human metabotropic glutamate 
(mGluR4) receptor protein. 


926 


99 


1768 


AAR82658 


Homo sapiens 


Human mGluR4. 


926 


99 


1768 


gil 160183 


Homo sapiens 


metabotropic glutamate receptor type 
4 






1769 


AAM41363 


Homo sapiens 


Human polypeptide SEQ ID NO 
6294. 






1769 


AAE 175 00 


Homo sapiens 


Human secretion and trafficking 
protein-9 (SAT-9). 






1769 


AAM39577 


Homo sapiens 


Human polypeptide SEQ ID NO 
2722 • 


2207 
— — — 


99 

— 


1770 


AAB73512 


Homo sapiens 


Human transferase HTFS-19, SEQ 


264 


45 


1770 


AAB56487 


Homo sapiens 


Human prostate cancer antigen 
protein sequence SEQ ID NO: 1065. 


264 


45 


1770 


gil 4249942 


Homo sapiens 


Similar to RIKENcDNA 

fW;l fiAAQDI A nana 

UDiuuubrio gene 


264 


45 


1771 


gi7678873 


Homo sapiens 


vascular cadherin-2 


5369 


99 


1771 


gi7407150 


Homo sapiens 


protocadherin 12 




-|| 


1771 


giS 164037 


Homo sapiens 


vascular endothelial cadherin 2 






1772 


AAM93947 


Homo sapiens 


Human polypeptide, SEQ ID NO: 


231 


93 


1772 


AAM93886 


Homo sapiens 


Human polypeptide, SEQ ID NO: 


231 


93 


1772 


AAM93857 


Homo sapiens 


Human polypeptide, SEQ ID NO: 
3949. 


231 


93 


1773 


gil 335205 


Homo sapiens 


ORFII 


270 


48 


1773 


AAB94891 


Homo sapiens 


Human protein sequence SEQ ID 
NO: 16231. 






1773 


AAG73650 


Homo sapiens 


Human colon cancer antigen protein 
SEQ ID NO:44l4. 


263 


58 


1774 


AAB93885 


Homo sapiens 


Human protein sequence SEQ ID 
NO:13815. 


108S 


85 


1774 


AAM93980 


Homo sapiens 


Human stomach cancer expressed 
polypeptide SEQ ID NO 29. 


1088 


85 



Table 2B 
301 



SEQ 


Hit ID 


Species 


Description 


S 


% 


ID 








score 


Identity 


1774 


gi3603459 


Homo sapiens 


tetraspan NET-5 


1088 


85 


1775 


ABB06607 


Homo sapiens 


G protein-coupled receptor GPCR5 


982 


77 








protein SEQ ID NO:24. 






1775 


AAG71597 


Homo sapiens 


Human olfactory receptor 


982 


77 








polypeptide, SEQ ID NO: 1278. 






1775 


gi21928553 


Homo sapiens 


seven transmembrane helix receptor 


982 


77 


1776 


AAB64888 


Homo sapiens 


Human secreted protein sequence 


252 


85 








encoded by gene 7 SEQ ID NO:66. 






1776 


AAB38011 


Homo sapiens 


Human secreted protein encoded by 


252 


85 








gene 3 clone HP JCX13. 






1776 


AAB94917 


Homo sapiens 


Human protein sequence SEQ ID 


191 


62 








NO: 16357. 






1777 


gil82851 


Homo sapiens 


G0S2 protein 


497 


100 


1777 


gil213013 


Mus musculus 


G0S2-like protein 


377 




1777 


AAM79519 


Homo sapiens 


Human protein SEQ ID NO 3 165. 


81 


26 


1778 


ABB89432 


Homo sapiens 


Human polypeptide SEQ ID NO 
1808. 


473 


100 


1778 


ABP61790 


Homo sapiens 


Human polypeptide SEQ ID NO 144. 


473 


100 


1778 


AAY80991 


Homo sapiens 


Human VAMP-2 homologue, 


473 


100 








CBCBMH06. 








1779 


gi5264503 


Mus musculus 


sif and Tiaml-like exchange factor 


82 


30 


1779 


gi9295309 


frog adenovirus 
1 


pllla protein 


78 


40 


1779 


gi 164 15263 


Listeria innocua 


similar to two-component sensor 


78 


27 








histidinc kinase 






1780 


gi2 1693 020 


Homo sapiens 


MHC class I antigen 


1311 


70 


1780 


gi 1399321 


Macaca mulatta 


MHC class I antigen Mamu B*08 


1307 


71 


1780 


giS 117799 


Pan troglodytes 


MHC class I antigen 


1302 


70 


1781 


ABB75677 


Homo sapiens 


Breast protein-eukaryotic conserved 


754 


40 








gene 1 (BSTP-ECG1) protein. 






1781 


AAU29191 


Homo sapiens 


Human PRO polypeptide sequence 


754 


40 








#168. 






1781 


AAY99421 


Homo sapiens 


Human PR01433 (UNQ738) amino 


754 


40 








acid sequence SEQ ID NO:292. 






1782 


gi2343157 


Homo sapiens 


peroxisomal membrane protein 69 


2796 


89 


1782 


gi2706518 


Homo sapiens 


peroxisomal ABC-transporter 


2796 


89 


1782 


gil5215442 


Homo sapiens 


Similar to ATP -binding cassette, sub- 


2788 


88 








family D (ALD), member 4 






1783 


AAB35235 


Homo sapiens 


Human neurotransmitter transporter 


3573 


98 








protein GC42. 






1783 


AAB35236 


Homo sapiens 


Human glycine transporter type lc. 


3559 


98 


1783 


gi546769 


Homo sapiens 


glycine transporter type lb; GlyT-lb 


3559 


98 


1784 


AAU00017 


Homo sapiens 


Human Plexin-Dl. 


7512 


90 


1784 


ABB 11709 


Homo sapiens 


Human plexin-Bl/SEP receptor 


7467 


90 






homologue, SEQ ID NO:2079. 






1784 


gi5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


2120 . 


33 


1785 


ABB44591 


Homo sapiens 


Human wound healing related 


953 


99 








polypeptide SEQ ID NO 48. 






1785 


gi619730 


Homo sapiens 


nuclear factor I 


953 


99 


1785 


gi9653290 


Mus sp. 


NFI-X3 


953 


99 


1786 


gil38 10568 


Homo sapiens 


Toll-like receptor 5 


4482 


100 


1786 


ABB11795 


Homo sapiens 


Human Toll/IL-lR-like protein 


4478 


99 






homologue, SEQ ID NO:2165. 






1786 


gi3 132526 


Homo sapiens 


Toll/interleukin-1 receptor-like 


4464 


99 






protein 3 







Table 2B 
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SEQ 
ID 


Hit ID 


Species 


Description 

_ . 


S 

^ ore 


Identity 


1787 


AAB88597 


Homo sapiens 


Human hydrophobic domam 
containing protein clone HP03670 


887 


82 


1787 


AAB56473 


Homo sapiens 


Human prostate cancer antigen 
protein sequence atv ii-> invj. iwi, 


887 


82 


1787 


AAB60119 


Homo sapiens 


Human transport protein TPPT-39. 


564 


75 


1788 


AAB80300 


Homo sapiens 


Human prostate cancer antigen #28. 






1788 


AAB80276 


Homo sapiens 


Human prostate cancer antigen #4. 


741 


89 


1788 


gi4929765 


Homo sapiens 


CGI- 148 protein 


741 


89 


1789 


gi22038189 


Escherichia coli 


multidrug transporter 


2265 


100 


1789 


gil736785 


Escherichia coli 


Acriflavin resistance protein F (EnvD 
protein). 


2265 


100 


1789 


gi 159808 19 


Yersinia pestis 


AcrB/AcrD/AcrF family membrane 
protein 


1854 


79 


1790 


gi 1774 1602 


ribose 

[Agrobacterium 

C58 (U. 
Washington)] 


ABC transporter, membrane 
spanning protein 


549 


59 


1790 


gil5160166 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGR_L_3181p 


549 


59 


1790 


gi20515187 


Thermoanaeroba 
cter 

tengcongensis 


Ribose/xylose/arabinose/galactoside 
ABC-type transport systems, 
permease components 


340 


38 


1791 


gi 1788573 


Escherichia coli 
K12 


sn-glycerol-3-phosphatc permease 






1791 


gil799587 


Escherichia coli 


glycerol-3-phosphate transport 
protein 


1073 


100 


1791 


gi41587 


Escherichia coli 


glycerol-3-phosphatase transporter 
(AA 1 - 452, glpT) 


1073 


100 


1792 


gil790233 


Escherichia coli 
K12 


arylsulfatase 


679 


98 

— 


1792 


gil2518665 


Escherichia coli 

0157:H7 

EDL933 


arylsulfatase 






1792 


gil3364207 


Escherichia coli 
0157:H7 


arylsulfatase 






1793 


gi21959134 


Yersinia pestis 
KIM 


sulfate transporter 


378 


80 


1793 


gi9657461 


Vibrio cholerae 


sulfate permease family protein 


267 




1793 


gil8145142 


Clostridium 
perfringens str. 
13 


probable sulfate permease 


264 


53 


1794 


gil799719 


PIR Accession 
Number S 08346 
[Escherichia 


similar to 


922 


100 


1794 


gil5156677 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGR_C_2926p 


452 


50 


1795 


gilll77166 


Mus musculus 


adhesion molecule ninjurin 


228 


81 


1795 


gi3077901 


Mus musculus 


ninjurin 


228 


81 


1795 


gil644366 


Rattus 
norvegicus 


ninjurinl 


228 


81 



WO 03/054152 



PCT/US02/39555 
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SEQ 
ID 


Hit ID 


Species 


Description 


S 


% 


1796 


AAU74824 


Homo sapiens 


Human REPTR 7 protein. 


6196 


92 


1796 


ABB90740 


Homo sapiens 


Human Tumour Endothelial Marker 
polypeptide SEQ ID NO 212. 






1796 


ABB90725 


Homo sapiens 


Human Tumour Endothelial Marker 
polypeptide SEQ ID NO 188. 


6196 


92 


1797 


ABP61451 


Homo sapiens 


Human NF-kB activating protein 
SEQ ID NO 55. 




"Too 


1797 


AAY94343 


Homo.sapiens 


Human cell surface receptor protein 
#10. 


1331 


100 


1797 


gil3938575 


Homo sapiens 


Similar to RIKEN cDNA 
26105 11E22 gene 


1331 


100 


1798 


gi606234 


Escherichia coli 




"953 


"Too 


1798 


gi42989 


Escherichia coli 


SecY (PrlA) polypeptide (aa 1-443) 


953 


100 


1798 


gil6421976 


Salmonella 

typhimurium 

LT2 


preprotein translocase of IISP family 






1799 


gil8255305 


Mus musculus 


p53 apoptosis effector related to 
Pmp22 


440 


53 


1799 


gi7582391 


Mus musculus 


p53 apoptosis-associated target 


440 


53 


1799 


AAM50572 


Homo sapiens 


Human tumour suppressor protein 
THW. 






1800 


AAU 11433 


Homo sapiens 


Human short-chain dehydrogenase, 
SCDR. 






1800 


AAU18368 


Homo sapiens 


Human endocrine polypeptide SEQ 
ID No 323. 






1800 


AAU 18369 


Homo sapiens 


Human endocrine polypeptide SEQ 
ID No 324. 






1801 


ABB 12425 


Homo sapiens 


Human bone marrow expressed 
protein SEQ ID NO: 264. 


1781 
— — — 


90 


1801 


AAM50318 


Homo sapiens 


Human membrane transporter (MTP) 


1499 


90 


1801 


AAM83805 


Homo sapiens 


Human immune/haematopoietic 
antigen SEQ ID NO:11398. 


1499 


90 


1802 


gi208 10074 


Homo sapiens 


Similar to pepsinogen 5, group 1 
(pepsinogen A) 


670 


86 


1802 


AAB61351 


Homo sapiens 


Pepsin protein. 


661 


85 


1802 


AAB66589 


Homo sapiens 


Human pepsin. 


~lfl3 — 


-|| 


1803 


ABB04707 


Homo sapiens 


Human SP82 protein SEQ ID NO:2. 






1803 


ABB84912 


Homo sapiens 


Human PR01356 protein sequence 
SEQ ID NO: 192. 


TTl3 — 





1803 


AAU76534 


Homo sapiens 


Tumour-associated antigenic target 
protein, TAT 134. 






1804 


gi2641217 


Oryctolagus 
cuniculus 


anion exchanger 3 brain isoform 


645 


66 


1804 


gi476222 


Homo sapiens 


anion exchanger 3 brain isoform 


645 


66 


1804 


gi886256 


Homo sapiens 


anion exchange protein 






1805 


AAM25789 


Homo sapiens 


Human protein sequence SEQ ID 
NOT304 


2659 


56 


1805 


AAB29632 


Homo sapiens 


Human pollinosis-associated gene 
581-encoded protein, SEQ ID 
NO: 12. 


2659 


56 


1805 


gil8698435 


Homo sapiens 


pVHL-interacting deubiquitinating 
enzyme 1 type II 


2659 


56 


1806 


AAU29153 


Homo sapiens 


Human PRO polypeptide sequence 
#130. 


1771 


98 



Table 2B 
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SEQ 


Hit ID 


Species 


Description 


S 


% . 


ID 








score 


Identity 


1806 


AAY99363 


Homo sapiens 


n,,n : 

Human PRO 13 80 (UNQ717) ammo 


1771 


98 






acid sequence SEQ ID NO:79. 


— — — — 


— 


1806 


AAG67487 


Homo sapiens 


Amino acid sequence of a human 


1765 


98 








transporter protein. 


— 





1807 


ABB76315 


Homo sapiens 


Human protein phosphatase PP-8 


667 


73 








Incyte ID No. 4022502CD1. 






1807 


gi 15778670 


Mus musculus 


sphingosine-l-phosphate 


151 


30 








phosphatase 






1807 


gi9623190 


Mus musculus 


sphingosine- 1-phosphate 


151 


30 








phosphohydrolase 






1808 


AAM93947 


Homo sapiens 


Human polypeptide, SEQ ID NO: 


231 


93 








4138. 






1808 


AAM93886 


Homo sapiens 


Human polypeptide, SEQ ID NO: 


231 


93 








4013. 






1808 


AAM93857 


Homo sapiens 


Human polypeptide, SEQ ID NO: 


231 


93 








: 


— — 


— 




, ; 

gi 145 75 679 


Homo sapiens 


hemicentin 




~ 


1809 


gi3328186 


Caenorhabditis 
elegans — _ 


hemicentin precursor 


354 


57 


1809 




AAU75886 


Homo sapiens 


— — ; ■ : 

Human adhesion molecule protein 


— 


— 








AD4/AAD2 1 820. 1 . 


— — 


— 


1 81 0 


gi3581982 


; 

Homo sapiens 


extraneuronal monoamine transporter 


_775 


_iZ 


1810 


gi 142705 13 


Homo sapiens 


organic cation transporter 3 


775 


99 


1810 


gi 13699874 


Mus musculus 


organic cation transporter 3 


J720 


_89 


1811 


AAB74762 


Homo sapiens 


Human secreted protein sequence 


266 


88 








encoded by gene 18 SEQIDNO:71. 






1811 


AAB74760 


Homo sapiens 


Human secreted protein sequence 


266 


91 








encoded by gene 18 SEQ ID NO:69. 






1811 


AAB74759 


Homo sapiens 


Human secreted protein sequence 


266 


91 








encoded by gene 1 8 SEQ ID NO:68. 






1812 


gi 15082375 


Homo sapiens 


Similar to transmembrane 7 


912 


82 








superfamily member 1 (upregulated 












in kidney) 








1812 


gil3096836 




Mus musculus 


Similar to transmembrane 7 


885 


80 








superfamily member 1 (upregulated 












in kidney) 






1812 


ABB97817 


Homo sapiens 


Human secretory polypeptide 


432 


68 








(SPTM) 69. 






1813 


gi 15 04024 


Homo sapiens 


similar to Mouse finger protein(clone 


901 


37 








mkr3)(S03677): 






— — — 
1813 


gil4549186 


— j 

Mus musculus 


zinc finger protein 219 


— 

— — — 


— 

— 


1813 


AAM39029 


Homo sapiens 


Human polypeptide SEQ ID NO 


619 


32 








^ 174 '. — — — — 




— 


1814 




AAY53644 


: 

Homo sapiens 


Protein encoded by the human 












longevity assurance gene 1 (LAG1). 




— 


— — — 




— ; 

Homo sapiens 


^V^? * 




— 


1814 


gi4324468 


Homo sapiens 


LAG1 protein 




~fi 




AAU75907 
















protease #2. 






1815 


gi6009515 


Xenopus laevis 


epidermis specific serine protease 


329 


41 


1815 


gi 19353 198 


Mus musculus 


RIKEN cDNA 2010001P08 gene 


323 


41 


1816 


AAM42401 


Homo sapiens 


Human polypeptide SEQ ID NO 134. 


706 


100 


1816 


gi 1786232 


Escherichia coli 


K+ efflux antiporter, glutathione- 


706 


100 






K12 


regulated 






1816 


gi21321928 


Escherichia coli 


Glutathione-regulated potassium- 


706 


100 
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ID 


Hit ID 


Species 


Description 


S 

score 


% 
Identity 








efflux system protein KefC 
(K(+)/H(+) antiporter). 






1817 


gil657563 


Escherichia coli 


dioxvgenase 


1510 


100 


1817 


gil786565 


Escherichia coli 
K12 


taurine dioxygenase, 2-oxoglutarate- 
dependent 


1510 


100 


1817 


gil 054578 


Escherichia coli 


dioxygenase 


1510 


100 


1818 


gil787550 


Escherichia coli 
K12 


homolog of Salmonella peptide 
transport permease protein 


928 


98 


1818 


gil 25 15484 


Escherichia coli 

0157:H7 

EDL933 


homolog of Salmonella peptide 
transport' permease protein 


928 


98 


1818 


gil3361335 


Escherichia coli 
0157:H7 


homolog of Salmonella peptide 
transport permease protein 


928 


98 


1819 


gi9652147 


Homo sapiens 


transmembrane-type protein tyrosine 
phosphatase H 


5771 


98 


1819 


gi475004 


Homo sapiens 


protein tyrosine phosphatase 
precursor 


5235 


93 


1819 


gil321659 


Rattus 
norvegicus 


brain-enriched membrane-associated 
protein tyrosine phosphatase (BEM)- 
2 


1487 


71 


1820 


gi7141127 


Homo sapiens 


Ellis-van Creveld syndrome protein 


1277 


100 


1820 


gi7271903 


Homo sapiens 


DWF-1 


1271 


99 


1820 


gil3506715 


Bos taurus 


Ellis-van Creveld syndrome protein 


1034 


81 


1821 


AAG72370 


Homo sapiens 


Human OR-like polypeptide query 
sequence, SEO ID NO: 2051. 


568 


98 


1821 


AAG71453 


Homo sapiens 


Human olfactory receptor 
polypeptide, SEQ ID NO: 1134. 


568 


98 


1821 


AAE04556 


Homo sapiens 


Human G-protein coupled receptor- 
12 (GCREC-12) protein. 






1822 


ABB89189 


Homo sapiens 


Human polypeptide SEQ ID NO 
1565. 


388 


63 


1822 


AAM90349 


Homo sapiens 


Human immune/haematopoietic 
antigen SEQ ID NO:17942. 


126 


50 


1822 


AAB95094 


Homo sapiens 


Human protein sequence SEQ ID 
NO:17042. 


94 


41 
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SEQID 


Database entry 
ID 
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Results* 


912 


BL01158 


Macrophage migration inhibitory factor 
family proteins. 


BL01158A 21.81 4.971e-37 124- 
169 BL01158B 17.07 4.343e-23 
169-196 


912 


PF00043 


Glutathione S-transferases. 


PF00043 21.83 5.333e-14 377-407 


913 


PD01719 


PRECURSOR GLYCOPROTEIN 
SIGNAL RE. 


PD01719A 12.89 8.200e-17 180- 
208 PD01719A 12.89 2.364e-13 
123-151 


913 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.162.091e-10 817- 
828 


913 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 6.538e-16 812- 
828 BL01187B 12.04 5.696e-13 
569-585 BL01187B 12.04 7.261e- 
13 696-712 BL01187A9.98 
1.429e-10 508-520 BL01187B 
12.04 2.286e- 10 484-500 
BL01187A 9.98 1.750e-09 796-808 


913 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.900e-09 821-828 


913 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177D 17.50 5.167e-09 503- 
521 


913 


BL00281 


Bowman-Birk serine protease inhibitors 
family proteins. 


BL00281A 14.18 6.754e-09 479- 
496 


913 


BL00799 


Granulins proteins. 


BL00799B 1 1.02 7.429e-09 475- 
511 


913 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 2.479e-ll 808- 
825 PR00907G 11.63 9.660e-10 
812-839 PR00907Gll.63 9.745e- 
10 696-723 PR00907G 11.63 
9.027e-09 569-596 


914 


BL01158 


Macrophage migration inhibitory factor 
family proteins. 


BL01158A 21.81 4.073e-33 2-47 
BL01 158B 17.07 2.884e-20 47-74 


915 


BL01158 


Macrophage migration inhibitory factor 
family proteins. 


BL01158B 17.07 4.343e-23 60-87 
BL01 158A 21.81 3.656e-22 2-47 


916 


BL00023 


Type II fibronectin collagen-binding 
domain proteins. 


BL00023 24.31 5.091e-27 101-138 


916 


BL00134 


Serine proteases, trypsin family, 
histidine proteins. 


BL00134B 15.99 8.560e-17 626- 
650 BL00134A 11.96 1.321e-16 
469-486 BL00134C 13.45 4.462e- 
16 662-676 


916 


BL01253 


Type I fibronectin domain proteins. 


BL01253C 15.89 9.027e-40 327- 
366 BL01253B 15.21 5.071e-38 
272-316 BL01253H 13.15 7.070e- 
36 644-679 BL01253E 16.01 
1.000e-34 543-580 BL01253F 
14.35 2.846e-34 581-620 
BL01253A 20.33 7.097e-25 201- 
230 BL01253G 11.34 8.Q85e-18 
625-639 BL01253D4.84 7.070e-16 
469-483 


916 


PR00722 


CHYMOTRYPSIN SERINE 
PROTEASE FAMILY (SI) 
SIGNATURE 


PR00722A 12.27 3.793e-14 470- 
486 PR00722C 10.87 2.059e-13 
625-638 


916 


BL00021 


Kringlc domain proteins. 


BL00021D 24.56 3.000e-32 634- 
676 BL00021B 13.33 9.217e-17 
469-487 BL00021C 22.21 4.293e- 
12 554-576 


916 


PR00013 


FIBRONECTIN TYPE II REPEAT 


PR00013C 12.29 4.273e-19 132- 
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Results* 






SIGNATURE 


148 PR00013A 12.26 6.595e-ll 
105-115 PR00013B 14.75 1.409e- 
10 116-129 


916 


BL00495 


Apple domain proteins. 


BL00495N 11.04 7.987e-21 618- 
653 BL00495O 13.75 3.31 le-17 
653-682 BL00495M 8.50 6.243e- 
10 545-580 


916 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.900e-09 267-274 


916 


PR00018 


KRINGLE DOMAIN SIGNATURE 


PR00018C 14.30 7.750e-22 331- 
352 PR00018A 14.52 2.286e-12 
286-302 PR00018B 17.75 7.818e- 
10 302-315 PR00018D 13.51 
3.53 le-09 356-368 


916 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010A 11.79 4.000e-09 160- 
172 PR00010C 11.16 8.071e-09 
182-193 


916 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011D 14.03 8.826e-09 179- 
198 


916 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 1.000e-08 164- 
176 


917 


BL01248 


Laminin-type EGF-like (LE) domain 
proteins. 


BL01248 11.02 4.429e-15 314-327 
BL01248 11.02 1.375e-14 379-392 
BL01248 11.02 7.975e-ll 1011- 
1024 BL01248 11.02 5.245e-09 
1069-1082 BL01248 11.02 5.585e- 
09 899-912 


917 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011A 14.06 8.579e-19 1060- 
1079 PR0001 ID 14.03 9.250e-17 
1107-1126 PR00011B 13.08 
7.938e-16 846-865 PR00011A 
14.06 1.340e-15 535-554 
PR00011D 14.03 3.800e-15 846- 
865 PR00011A 14.06 5.755e-15 
846-865 PR00011B 13.08 5.846e- 
15 1107-1126 PR0001 ID 14.03 
2.286e-14 1060-1079 PR00011B 
13.08 2.333e-14 485-504 
PR00011B 13.08 6.333e-14 1060- 
1079 PR00011D 14.03 7.429e-14 
485-504 PR00011B 13.08 1.458e- 
13 535-554 PR0001 ID 14.03 
1.849e-13 535-554 PR00011A 
14.06 3.593e-13 1107-1126 
PR00011A 14.06 7.254e-13 485- 
504 PR0001 IB 13.08 9.847e-13 
798-817 PR00011A 14.06 1.581e- 
12 798-817 PR00011C 24.25 
7.623e-12 817-846 PR00011D 
14.03 1.148e-ll 798-817 
PR00011A 14.06 3.492e-ll 433- 
452 PR00011D 14.03 9.262e-ll 
433-452 PR0001 1C 24.25 8.800e- 
10 440-469 PR00011C 24.25 
3.143e-09 455-484 PR00011B 
13.08 6.548e-09 433-452 


917 


PD00320 


LAMININ CHAIN EGF-LIKE 


PD00320A 14.49 4.115e-10 813- 
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DOMAIN P. 


827 PD00320A 14.49 8.071e-09 
1075-1089 


918 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.16 2.636e-10 132- 
143 


918 


BL00790 


Receptor tyrosine kinase class V 
proteins. 


BL00790E 29.58 4.621e-10 666- 
714 


918 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 6.203e-12 377- 
404 BL01177D 17.50 3.000e-09 
277-295 BL01177C 17.39 4.000e- 
09 121-140 


918 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 8.412e-15 379- 
395 BL01187B 12.04 5.304e-13 
299-315 BL01187B 12.04 7.652e- 
13 339-355 BL01187B 12.04 
8.826e-13 127-143 BL01187B 
12.04 6.000e-12 46-62 BL01187B 
12.04 5.200e-l 1 258-274 
BL01 187B 12.04 6.400e-10 86-102 
BL01187A9.98 8.286e-10 110-122 
BL01187A 9.98 5.125e-09 282-294 
BL01187A 9.98 6.250e-09 68-80 
BL01187A 9.98 8.125e-09 323-335 


918 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907G 11.63 6.774e-10 46-73 
PR00907B 11.29 7.545e-10 215- 
232 PR00907G 11.63 9.321e-10 
379-406 PR00907B 11.29 7.805e- 
09 82-99 PR00907B 11.29 9.232e- 
09 335-352 PR00907D 5.59 
9.427e-09 344-370 


919 


BL00335 


Parathyroid hormone family proteins. 


BL00335B 24.23 1.000e-40 133- 
182 BL00335A 17.98 8.393e-39 
80-115 


920 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 4.508e-10 92-111 


920 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 8.043e-13 12-28 
BL01187B 12.04 1.000e-ll 139- 
155 BL01187A9.98 1.474e-ll 82- 
94 BL01187B 12.04 4.900e-ll 98- 
114 BL01187A9.98 7.429e-10 
122-134 


920 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011A 14.06 2.964e-14 288- 
307 PR00011B 13.08 4.356e-13 
288-307 PR00011D 14.03 6.434e- 
13 376-395 PR00011B 13.08 
2.887e-12 376-395 PR00011D 
14.03 5.421e-12 288-307 
PR00011D 14.03 5.721e-11331- 
350 PR0001 IB 13.08 5.826e-10 
331-350 PR00011A 14.06 8.957e- 
10 376-395 


920 


DM00864 


EGF-LIKE DOMAIN. 


DM00864A 15.21 3.314e-09 232- 
253 


920 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 5.675e-09 236- 
257 


920 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 7.300e-09 67-74 


920 


BL00799 


Granulins proteins. 


BL00799H 14.15 9.083e-09 227- 
268 
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920 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 8.714e-10 54-71 
PR00907B 11.29 9.561e-09 135- 
152 


920 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL002431 31.77 1.000e-08 387-430 


921 


BL00472 


Small cytokines (intercrine/chemokine) 
C-C subfamily signatur. 


BL00472B 14.67 2.000e-16 35-53 
BL00472A 7.45 4.724e-09 1-13 


922 


BL00132 


Zinc carboxypeptidases, zinc-binding 
region 1 proteins. 


BL00132C 21.35 1.837e-25 227- 
268 BL00132A 26.07 9.791e-24 
149-190 BL00132E 17.72 2.350e- 
22 297-324 BL00132F 13.26 
5.3 13e-18 325-347 BL00132B 
15.93 5.065e-16 197-211 
BL00132G 10.94 6.318e-14 382- 
400 BL00132D 12.70 5.313e-12 
271-286 


922 


PR00765 


CARBOXYPEPTIDASE A 
METALLOPROTEASE (Ml 4) 
FAMILY SIGNATURE 


PR00765B 15.57 2.875e-15 197- 
212 PR00765D 14.16 8.412e-15 
330-344 PR00765C 12.55 2.432e- 
09 277-286 


923 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 3.618e-25 93-130 
BL00514E 14.28 8.286e-14 153- 
170 BL00514D 15.35 2.915e-12 
134-147 BL00514G 15.98 4.444e- 
12 223-253 


927 


BL00453 


FKBP-type peptidyl-prolyl cis-trans 
isomerase proteins. 


BL00453B 23.86 8.500e-20 80-1 14 
BL00453A 15.57 1.000e-15 55-70 
BL00453C9.72 8.650e-ll 109-122 


937 


BL00796 


14-3-3 proteins. 


BL00796C 17.44 6.250e-38 143- 
193 BL00796B 10.67 1.514e-36 
77-110 BL00796D 17.39 5.696e-34 
194-240 BL00796E 14.15 7.353e- 
29 242-278 


937 


PR00305 


14-3-3 PROTEIN ZETA SIGNATURE 


PR00305F 15.95 3.250e-37 248- 
278 PR00305A 9.33 1.500e-33 77- 
107 PR00305D 16.34 6.400e-29 
194-221 PR00305C 8.68 1.000e-28 
159-182 PR00305B 9.99 4.375e-23 
126-151 PR00305E 13.01 3.571e- 
10 221-248 


938 


BL00303 


S-100/ICaBP type calcium binding 
protein. 


BL00303A 21.77 9.526e-31 64-101 
BL00303B 26.15 5.737e-30 111- 
148 


938 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 9.471e-ll 123-136 


940 


PD02365 


CHAIN FACTOR INTERLEUKTN- 1 2 
BETA PRECURSOR IL-1. 


PD02365C 7.89 6.680e-10 342-372 


940 


DM00202 


w T-CELL IG HEAVY ALPHA. 


DM00202A 9.44 9.813e-09 34-44 


944 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.400e-25 319- 
361 BL00284E 19.15 1.000e-15 
508-533 BL00284A 15.64 2.742e- 
15 200-224 BL00284B 17.99 
6.182e-12 292-313 BL00284D 
16.34 7.070e-12 430-457 


944 


PD02080 


T-CELL GLYCOPROTEIN CDS 
CHAIN SURFACE ALPHA PRE. 


PD02080A 10.03 9.750e-10 35-51 
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944 


PR00743 


GLYCOSYL HYDROLASE FAMILY 
36 SIGNATURE 


PR00743B 14.95 8.831e-09 240- 
261 


947 


DM01970 


0 kw ZK632.12 YDR313C 
ENDOSOMALIII. 


DM01970B 8.60 4.750e-17 552- 
565 


947 


BL01160 


Kinesin light chain repeat proteins. 


BL01160B 19.54 2.373e-09 203- 
257 


947 


BL00518 


Zinc finger, C3HC4 type (RING 
finger), proteins. 


BL00518 12.23 4.000e-09 559-568 


947 


BL00422 


Granins proteins. 


BL00422E 26.86 8.615e-09 462- 
498 


950 


PR00356 


TYPE II ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356D 13.09 8.038e-09 174- 
191 


951 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 4.316e-13 209- 
227 


951 


PR00356 


TYPE II ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356B 14.85 6.294e-10 209- 
227 PR00356A 12.90 7.188e-10 
197-210 


952 


BL00570 


Bacterial ring hydroxylating 
dioxygenases alpha-subunit signa. 


BL00570B 19.03 9.357e-09 271- 
303 


953 


PD00126 


PROTEIN REPEAT DOMAIN TPR 
NUCLEA. 


PD00126A 22.53 1.931e-09 72-93 


953 


PR00910 


LUTEO VIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 3.571e-09 107-120 


953 


BL00415 


Synapsins proteins. 


BL00415N 4.29 5.730e-09 13-57 


954 


PR00901 


PHEROMONE B ALPHA- 1 
RECEPTOR SIGNATURE 


PR00901H 14.99 4.706e-09 56-67 


958 


PR00138 


MATRIXTN SIGNATURE 


PR00138C 16.41 6.478e-32 178- 
207 PR00138D 16.56 1.360e-28 
236-262 PR00138B 15.82 8.07 le- 
18 155-171 PR00138A 15.14 
5.091e-16 108-122 PR00138E6.01 
9.250e-15 269-283 


958 


BL00024 


Hemopexin domain proteins. 


BL00024C 22.98 1.000e-40 177- 
226 .BL00024B 21.53 2.636e-33 
129-163 BL00024D 17.28 4.086e- 
31 230-262 BL00024F 11.30 
2.73 le-22 305-326 BL00024H 
11.35 1.947e-14 41 1-423 
BL00024E 7.58 5.500e-14 269-283 
BL00024G 13.31 4.115e-13 342- 
355 BL00024A 11.49 5.050e-13 
108-119 


958 


BL00142 


Neutral zinc metallopeptidases, zinc- 
binding region proteins. 


BL00142 8.38 3.455e-ll 236-247 


958 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 1.643e-09 231- 
250 


958 


BL00546 


Matrixins cysteine switch. 


BL00546B 20. 11 1.000e-40 178- 
222 BL00546C 16.41 1.771e-31 
230-262 BL00546A 19.62 5.304e- 
28 88-118 BL00546E 10.23 
3.323e-22 305-326 BL00546G 
16.84 7.300e-19 363-383 
BL00546D 10.34 1.486e-14 269- 
283 BL00546F 12.40 2.800e-13 
342-355 BL00546H 10.76 6.625e- 
12 458-469 BL00546H 10.76 | 
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4.5 12e-09 41 1-422 


959 


PD02043 


RIBULOSE BISPHOSPHATE 
CARBOXYLAS. 


PD02043A 12.92 5.800e-09 137- 
171 


962 


BL00598 


Chromo domain proteins. 


BL00598 14.45 5.781e-16 63-85 


962 


PR00504 


CHROMODOMAIN SIGNATURE 


PR00504C 11.19 5.186e-10 72-85 
PR00504B 9.12 3.250e-09 57-72 


967 


PF00420 


NADH-ubiquinone/plastoquinone 
oxidoreductase chain 4L. 


PF00420A 16.63 9.526e-10 89-120 


967 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245C 7.84 5.000e-16 185-201 
PR00245A 18.03 6.878e-16 59-81 
PR00245D 10.47 8.500e-15 221- 
233 PR00245E 12.40 1.000e-09 
238-253 


967 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237A 11.48 5.065e-09 26-51 


967 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 2.184e-12 90-130 
BL00237D 11.23 5.909e-09 229- 
246 


968 


BL00059 


Zinc-containing alcohol 
dehydrogenases proteins. 


BL00059B 16.08 5.705e-14 223- 
251 


968 


BL01162 


Quinone oxidoreductase / zeta- 
crystallin proteins. 


BL01 162C 22.80 5.846e-14 284- 
328 BL01162B 18.11 4.205e-ll 
223-251 BL01162A 15.38 3.805e- 
09 194-217 


970 


PF00676 


Dehydrogenase El component. 


PF00676B 24.71 2.800e-39 257- 
295 PF00676D 14.40 7.545e-24 
341-361 PF00676C 16.88 5.737e- 
23 309-333 PF00676A 12.85 
5.050e-12 131-144 


970 


BL00801 


Transketolase proteins. 


BL00801D 22.48 7.750e-ll 250- 
290 


977 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 9.591e-26 409- 
436 PR00457D 16.81 5.667e-22 
384-405 PR00457G 17.45 l.OOOe- 
15 590-611 PR00457B 13.29 
4.343e-15 216-232 PR00457C 
19.25 3.250e-12 366-385 
PR00457A 15.80 5.645e-12 162- 
174 PR00457H 15.90 1.900e-10 
684-699 PR00457F 13.69 6.800e- 
09 461-472 


978 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 3.942e-17 95-124 
BL00269B 19.17 4.122e-15 57-86 
BL00269A 8.53 3.250e-13 31-51 


982 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 8.297e-10 79- 
113 


985 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 9.663e-09 78-106 


987 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 1.000e-09 247- 
261 PR00019B 11.36 2.080e-09 
316-330 PR00019B 11.36 3.160e- 
09 244-258 PR00019B 11.36 
4.240e-09 100-114 PR00019B 
11.36 5.680e-09 148-162 


988 


BL01215 


Mrp family proteins. 


BL01215C 18.97 6.447e-36 191- 
233 BL01215D 30.07 1.000e-33 



WO 03/054152 



PCT/US02/39555 



Table 3A 
312 



SEQ ID 


Database entry 
ID 


Description 


Results* 








250-300 BL01215A 9.75 4.400e-22 
101-128 BL01215B 9.34 2.658e-13 
134-147 


988 


PR00364 


DISEASE RESISTANCE PROTEIN 
SIGNATURE 




988 


BL00746 


NifH/frxC family proteins. 


BL00746A 24.43 2.819e-09 107- 
152 


988 


PR00091 


NITROGENASE COMPONENT 11 
SIGNATURE 


PR00091A 8.10 4.329e-09 109-123 


988 


BL01128 


Shikimate kinase proteins. 


BL01128A 18.84 8.221e-09 106- 
140 


989 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094B 10.43 6.400e-17 491- 
509 


989 


PF00054 


Laminin G domain proteins. 


PF00054B 16.61 7.300e-09 658- 
670 


989 


BL00779 


Glycoprotein hormones alpha chain 


BL00779A 14.01 7.840e-09 329- 
356 


989 


BL01185 


C-terminal cystine knot proteins. 


BL01 185B 21.14 9.153e-09 238- 
287 


992 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 8.986e-ll 78- 
112 


992 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 2.000e-09 154- 
177 


994 


BL00240 


Receptor tyrosine kinase class HI 
proteins. 


BL00240B 24.70 4.692e-ll 148- 
172 


994 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 5.304e-09 101-111 


994 


PD02870 


RECEPTOR INTERLEUK IN- 1 
PRECURSOR. 


PD02870D 15.74 9.234e-09 274- 
309 


995 


BL01009 


Extracellular proteins SCP/Tpx- 
1/Ag5/PR-1/Sc7 proteins. 


BL01009D 14.19 4.300e-20 127- 
148 BL01009A 13.75 6.586e-13 
57-75 BL01009E 13.50 1.439e-ll 
159-175 


995 


PR00837 


ALLERGEN V5/TPX-1 FAMILY 
SIGNATURE 


PR00837C 17.21 6.143e-20 126- 
143 PR00837A 14.77 1.973e-13 
57-76 PR00837D 11.12 3.700e-ll 
160-174 


995 


PR00838 


VENOM ALLERGEN 5 SIGNATURE 


PR00838G 16.07 2.033e-17 125- 
145 PR00838D 8.73 4.214e-09 57- 
76 


996 


PD01270 


RECEPTOR FC 
IMMUNOGLOBULIN AFFIN. 


PD01270B 22.18 5.567e-18 111- 
148 PD01270C 19.54 1.167e-17 
154-183 PD01270A 17.22 4.960e- 
14 57-97 PD01270D 24.66 4.284e- 
09 188-224 


999 


BL01305 


moaA / nifB / pqqE family proteins. 


BL01305D 14.97 7.279e-09 7-22 


1000 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 4.600e-12 42-65 
BL00290B 13.17 1.474e-ll 98-116 


1002 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 5.846e-15 285-298 
PD00066 13.92 1.600&-14 201-214 
PD00066 13.92 2.800e-14 313-326 
PD00066 13.92 2.000e-13 341-354 
PD00066 13.92 5.500e-13 229-242 
PD00066 13.92 8.435e-ll 257-270 


1002 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 9.471e-14 269-286 
BL00028 16.07 3.769e-ll 241-258 
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BL00028 16.07 7.577e-ll 325-342 
BL00028 16.07 7.577e-ll 353-370 
BL00028 16.07 6.700e-10 185-202 
BL00028 16.07 1.257e-09 297-314 


1002 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 1.000e-12 266- 
280 PR00048A 10.52 3.11 8e- 12 
238-252 PR00048A 10.52 8.94 le- 
12 294-308 PR00048B 6.02 
2.688e-10 310-320 PR00048B 6.02 
3.250e-10 198-208 PR00048A 
10.52 3.348e-10 322-336 
PR00048A 10.52 3.739e-10 210- 
224 PR00048A 10.52 5.696e-10 
350-364 PR00048A 10.52 l.OOOe- 
09 182-196 PR00048B6.02 
1.947e-09 282-292 PR00048B 6.02 
5.737e-09 338-348 


1003 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 4.706e-14 607-624 
BL00028 16.07 6.400e-13 411-428 
BL00028 16.07 9.550e-13 579-596 
BL00028 16.07 l.OOOe- 12 439-456 
BL00028 16.07 1.391e-12 495-512 
BL00028 16.07 1.783e-12 523-540 
BL00028 16.07 7.652e-12 383-400 
BL00028 16.07 9.217e-12 355-372 
BL00028 16.07 9.217e-12 663-680 
BL00028 16.07 5.846e-ll 467-484 
BL00028 16.07 6.538e-ll 635-652 
BL00028 16.07 2.800e-10 327-344 
BL00028 16.07 6.143e-09 262-279 


1003 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 4.462e-15 399-412 
PD00066 13.92 8.615e-15 343-356 
PD00066 13.92 1.600e-14 427-440 
PD00066 13.92 2.800e-14 511-524 
PD00066 13.92 2.S00e-14 623-636 
PD00066 13.92 5.200e-14 595-608 
PD00066 13.92 6.400e-14 567-580 
PD00066 13.92 8.800e-14 371-384 
PD00066 13.92 7.000e-13 315-328 
PD00066 13.92 9.000e-13 483-496 
PD00066 13.92 6.870e-ll 455-468 
PD00066 13.92 7.600e-09 539-552 
PD00066 13.92 7.900e-09 651-664 


1003 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 9.182e-15 492- 
506 PR00048A 10.52 1.750e-14 
408-422 PR00048A 10.52 7.000e- 
14 576-590 PR00048A 10.52 
1.000e-13 604-618 PR00048A 
10.52 3.571e-13 380-394 
PR00048A 10.52 4.214e-13 464- 
478 PR00048A 10.52 5.235e-12 
352-366 PR00048B6.02 1.000e-ll 
424-434 PR00048B6.02 1.692e-ll 
340-350 PR00048B6.02 7.231e-ll 
536-546 PR00048B 6.02 7.23 le-11 
620-630 PR00048A 10.52 8.579e- 
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11 259-273 PR00048A 10.52 
9.053e-l 1436-450 PR00048B 6.02 
9.308e-ll 508-518 PR00048B 6.02 
1.563e-10 592-602 PR00048B 6.02 
2. 125e- 10 396-406 PR00048A 
10.52 4.130e-10 660-674 
PR00048A 10.52 4.522e-10 520- 
534 PR00048A 10.52 6.478e- 10 
324-338 PR00048B6.02 1.474e-09 
564-574 PR00048B6.02 2.421e-09 
676-686 PR00048A 10.52 2.800e- 
09 548-562 PR00048A 10.52 
2.800e-09 632-646 PR00048B 6.02 
2.895e-09 368-378 PR00048B 6.02 
1.000e-08 648-658 


1007 


BL00478 


LIM domain proteins. 


BL00478B 14.79 3.739e-14 469- 
484 BL00478B 14.79 3.500e-12 
411-426 BL00478B 14.79 6.000e- 
12 536-551 


1007 


DM00984 


w MYOD MYOBLAST 
DETERMINATION SHORT. 


DM00984B 15.18 4.822e-25 426- 
481 DM00984C7.66 8.036e-ll 
481-495 


1007 


BL00115 


Eukaryotic RNA polymerase 11 
heptapeptide repeat proteins. 


BL00115Z 3.12 7.022e-09 260-309 


1008 


DM00475 


w LOW TRANSPOSASE SAPA 12K. 


DM00475B 12.12 8.269e-09 115- 
135 


1011 


PR00456 


RIBOSOMAL PROTEIN P2 
SIGNATURE 


PR00456F 5.86 6.400e-12 76-88 


1012 


PF00756 


Putative esterase. 


PF00756C 14.12 7.692e-10 103- 
133 


1016 


PR00310 


ANTI-PROLIFERATIVE PROTEIN 
BTG1 FAMILY SIGNATURE 


PR00310D 9.10 1.540e-37 183-213 
PR00310C 12.74 5.286e-35 153- 
183 PR00310A 11.17 7.000e-27 
16-41 PR00310E 13.58 6.914e-24 
229-249 PR00310B 10.59 3.687e- 
23 123-153 


1016 


BL00960 


BTG1 family proteins. 


BL00960B 24.47 3.288e-26 116- 
161 BL00960C 12.68 3.647e-26 
180-202 BL00960A 10.98 5.304e- 
12 14-26 


1017 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 6.143e-32 44-83 


1017 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 6.063e-15 523-540 
BL00028 16.07 7.188e-15 383-400 
BL00028 16.07 3.700e-13 467-484 
BL00028 16.07 5.950e-13 439-456 
BL00028 16.07 8.650e-13 271-288 
BL00028 16.07 4.115e-ll 355-372 
BL00028 16.07 6.885e-ll 327-344 
BL00028 16.07 2.800e-10 41 1-428 
BL00028 16.07 3.100e-10 495-512 


1017 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 6.625e-18 399-412 
PD00066 13.92 2.385e-15 371-384 
PD00066 13.92 8.615e-15 343-356 
PD00066 13.92 3.500e-13 511-524 
PD00066 13.92 1.000e-12 483-496 
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PD00066 13.92 1.000e-ll 427-440 
PD00066 13.92 3.769e-10 455-468 
PD00066 13.92 5.800e-09 539-552 


1017 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 6.727e-15 520- 
534 PR00048A 10.52 1.750e-14 
380-394 PR00048A 10.52 3.250e- 
14 408-422 PR00048A 10.52 
4.857e-13 464-478 PR00048A 
10.52 1.529e-12 436-450 
PR00048A 10.52 2.059e-12 352- 
366 PR00048B6.02 3.769e-ll 
368-378 PR00048B6.02 5.846e-ll 
396-406 PR00048B6.02 5.846e-ll 
508-518 PR00048A 10.52 1.783e- 
10 492-506 PR00048B6.02 
8.3 13e-l 0 480-490 PR00048A 
10.52 4.240e-09 324-338 
PR00048B 6.02 5.737e-09 340-350 
PR00048A 10.52 8.200e-09 146- 
160 


1020 


BL00478 


LIM domain proteins. 


BL00478B 14.79 6.000e-15 219- 
234 BL00478B 14.79 8.250e-12 
99-114 BL00478B 14.79 8.250e-12 
160-175 BL00478B 14.79 2.800e- 
11 282-297 


1024 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 9.400e-38 17-56 


1024 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 1.600e-14 230-243 
PD00066 13.92 8.200e-14 286-299 
PD00066 13.92 8.200e-14 398-411 
PD00066 13.92 1.000e-13 342-355 
PD00066 13.92 6.478e-ll 314-327 
PD00066 13.92 6.478e-l 1 370-383 
PD00066 13.92 6.870e-ll 258-271 


1024 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 6.850e-13 354-371 
BL00028 16.07 4.522e-12 242-259 
BL00028 16.07 8.826e-12 214-231 
BL00028 16.07 9.609e-12 270-287 
BL00028 16.07 2.731e-l 1 326-343 
BL00028 16.07 1.900e-10 382-399 
BL00028 16.07 8.500e-10 298-315 
BL00028 16.07 5.629e-09 410-427 


1024 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479A 19.86 7.319e-09 201- 
224 


1024 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 4.273e-15 351- 
365 PR00048A 10.52 5.500e-13 
239-253 PR00048A 10.52 5.500e- 
13 267-281 PR00048A 10.52 
8.941e-12 323-337 PR00048A 
10.52 5.263e- 11 379-393 
PR00048A 10.52 1.783e-10 407- 
421 PR00048B 6.02 3.250e-10 
339-349 PR00048B6.02 8.875e-10 
227-237 PR00048B6.02 1.000e-09 
283-293 PR00048B6.02 1.000e-09 
395-405 PR00048A 10.52 1.360e- 
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09 295-309 PR00048B 6.02 
2.895e-09 423-433 PR00048A 
10.52 7.480e-09 21 1-225 


1025 


BL00824 


Elongation factor 1 beta/beta'/delta 
chain proteins. 


BL00824B 9.21 4.892e-09 394-414 


1025 


PR00966 


POTYVIRUS NUCLEAR 
INCLUSION A CYSTEINE 
PROTEASE (C4) SIGNATURE 


PR00966H 13.17 9.727e-09 215- 
235 


1026 


BL01282 


BIR repeat proteins. 


BL01282B 30.49 3.829e-09 12-51 


1026 


PF00992 


Troponin. 


PF00992A 16.67 5.263e-09 136- 
171 


1026 


BL00518 


Zinc finger, C3HC4 type (RING 
finger), proteins. 


BL00518 12.23 8.333e-09 31-40 


1029 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 5.613e-09 171- 
199 


1029 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 5.213e-10 91-137 
BL00203 13.94 5.041e-09 71-117 
BL00203 13.94 8.898e-09 53-99 


1031 


BL00170 


Cyclophilin-type peptidyl-prolyl cis- 


BL00170B 20.97 1.000e-40 48-88 
BL00170C 18.49 1.000e-40 95-140 
BL00170A 17.08 2.452e-16 18-45 


1031 


PR00153 


CYCLOPHILIN PEPTIDYL-PROLYL 
CIS-TRANS ISOMERASE 
SIGNATURE 


PR00153C 11.01 4.375e-20 96-112 
PR00153B 11.57 1.500e-17 53-66 
PR00153E 9.10 7.632e-17 124-140 
PR00153D 11.99 6.400e-16 111- 
124 PR00153A 12.98 3.093e-ll 
24-40 


1031 


PF00638 


RanBPl domain proteins. 


PF00638 11.91 5.569e-09 68-83 


1035 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 2.149e-29 6-45 


1035 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 1.692e-15 234-247 
PD00066 13.92 3.077e-15 374-387 
PD00066 13.92 3.077e-15 458-471 
PD00066 13.92 5.846e-15 486-499 
PD00066 13.92 3.400e-14 150-163 
PD00066 13.92 5.800e-14 206-219 
PD00066 13.92 5.800e-14 290-303 
PD00066 13.92 5.800e-14 318-331 
VD00066 13.92 8.800e-14 514-527 
PD00066 13.92 3.500e-13 346-359 
PD00066 13.92 7.500e-13 402-415 
PD00066 13.92 8.714e-12 178-191 
PD00066 13.92 3.700e-09 430-443 
PD00066 13.92 5.500e-09 262-275 


1035 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 4.750e-14 215- 
229 PR00048A 10.52 4.750e-14 
467-481 PR00048A 10.52 7.000e- 
14 355-369 PR00048A 10.52 
4.857e-13 299-313 PR00048A 
10.52 5.500e-13 99-113 PR00048A 
10.52 5.500e-13 327-341 
PR00048A 10.52 1.000e-12 495- 
509 PR00048A 10.52 2.059e-12 
271-285 PR00048A 10.52 2.588e- 
12 523-537 PR00048A 10.52 
8.412e-12 243-257 PR00048A 
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10.52 4.316e-ll 131-145 
PR00048B 6.02 4.462e-ll 115-125 
PR00048A 10.52 8.579e-ll 439- 
453 PR00048A 10.52 9.053e-ll 
383-397 PR00048A 10.52 1.391e- 
10 159-173 PR00048B 6.02 
1.563e-10 455-465 PR00048A 
10.52 3.739e-10 411-425 
PR00048B 6.02 6.625e-10 203-213 
PR00048B 6.02 6.625e-10 287-297 
PR00048A 10.52 3.160e-09 551- 
565 PR00048A 10.52 4.600e-09 
187-201 PR00048B 6.02 8.579e-09 
147-157 


1035 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 1.900e-13 358-375 
BL00028 16.07 2.350e-13 102-119 
BL00028 16.07 8.826e-12 470-487 
BL00028 16.07 2.038e-ll 554-571 
BL00028 16.07 5.500e-ll 190-207 
BL00028 16.07 5.846e-ll 274-291 
BL00028 16.07 6.192e-ll 218-235 
BL00028 16.07 8.269e-ll 330-347 
BL00028 16.07 1.300e-10 526-543 
BL00028 16.07 1.600e-10 414-431 
BL00028 16.07 3.700e-10 386-403 
BL00028 16.07 6.700e-10 442-459 
BL00028 16.07 7.000e-10 302-319 
BL00028 16.07 1.000e-09 134-151 
BL00028 16.07 3.314e-09 246-263 
BL00028 16.07 1.000e-0 8 498-515 


1038 


BL01130 


Sulfate transporters proteins. 


BL01130A 21.63 7.407e-25 331- 
385 BL01130B 23.34 2.286e-23 
429-481 


1038 


DM01292 


ESICULAR LUMEN DOMAIN. 


DM01292I 12.82 9.400e-10 148- 
190 DM012921 12.82 9.400e-10 
591-633 


1042 


PD02327 


GLYCOPROTEIN ANTIGEN 
PRECURSOR IMMUNOGLO. 


PD02327B 19.84 5.574e-10 169- 
191 


1042 


PD02365 


CHAIN FACTOR INTERLEUKIN- 1 2 
BETA PRECURSOR IL-1. 


PD02365C 7.89 4.196e-09 365-395 


1043 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 3.500e-15 142- 
158 BL00983B8.19 1.643e-12 84- 
94 BL00983A 5.84 7.261e-10 74- 
83 


1047 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 6.400e-22 281- 
299 BL00290A 20.89 4.600e-16 
34-57 BL00290A 20.89 2.080e-10 
224-247 


1051 


BL01221 


PMP-22 / EMP / MP20 family proteins. 


BL01221B 13.29 6.745e-09 54-68 


1052 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 4.98 le-09 46-62 


1052 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 8.326e-09 50-62 


1054 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 4.627e-30 723- 
778 BL00420C 11.90 9.100e-13 
809-820 


1054 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 3.813e-15 738-750 
PR00258E 13.33 2.047e-12 808- 
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821 PR00258C9.05 2.837e-10 
753-764 


1054 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514G 15.98 4.326e-09 542- 
572 


1055 


BL01212 


ATP P2X receptors proteins. 


BL01212A 34.89 1.000e-40 41-94 
BL01212E 24.87 1.000e-40 225- 
280 BL01212G 11.86 3.700e-34 
309-337 BL01212D 11.42 9.609e- 
27 182-206 BL01212B 19.25 
8.393e-21 126-151 BL01212F 
10.12 2.421e-15 290-301 
BL01212C 8.40 2.500e-14 158-169 


1056 


PR00920 


SPUMAVIRUS ASPARTIC 
PROTEASE (A9) SIGNATURE 


PR00920C 13.24 7.310e-09 149- 
171 


1057 


BL00682 


ZP domain proteins. 


BL00682C 20.71 1.706e-12 439- 
464 


1057 


BL00025 


P-type 'Trefoil' domain proteins. 


BL00025 17.17 5.645e-09 231-252 


1059 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 4.273e-14 98-138 


1059 


PR00854 


PROSTAGLANDIN D RECEPTOR 
SIGNATURE 


PR00854E 10.5 0 4.649e-26 236- 
260 PR00854B 7.30 8.154e-21 41- 
59 PR00854G 10.66 1.783e- 18 
341-358 PR00854D9.41 2.500e-18 
185-201 PR00854A 15.24 9.077e- 
18 6-21 PR0O854H 14.71 6.203e- 
17 369-390 PR00854C 12.92 
1.643e-12 93-105 PR00854F 12.83 
9.682e-ll 321-333 


1059 


PR00856 


PROSTACYCLIN (PROSTANOID IP) 
RECEPTOR SIGNATURE 


PR00856E 9.82 1.724e-09 178-195 


1060 


BL01271 


Sodium:sulfate symporter family 
proteins. 


BL01271D 25.26 1.000e-40 480- 
535 BL01271B 12.02 6.400e-24 
208-233 BL01271A 8.06 7.955e-23 
132-152 BL01271C 13.62 7.429e- 
20 407-429 


1062 


PF00798 


Arenavirus glycoprotein. 


PF007981 18.55 8.811e-09 53-90 


1064 


BL01017 


Ergosterol biosynthesis ERG4/ERG24 
family proteins. 


BL01017D 20.82 1.000e-40 232- 
278 BL01017F23.34 9.196e-35 
291-344 BL01017C 15.91 7.324e- 
23 181-207 BL01017B 12.69 
9.419e-17 166-181 


1065 


BL00874 


Bacterial type II secretion system 
protein F proteins. 


BL00874B 29.89 9.724e-09 414- 
469 


~T066 


PD01270 


RECEPTOR FC 
IMMUNOGLOBULIN AFFIN. 


PD01270C 19.54 2.895e-16 43-72 


1066 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 8.435e-09 183-193 


1067 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.455e-14 77-117 


1067 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237C 15.69 1.257e-10 91-114 

T>Tj nm-aTT? 1 ff* Q 1 fifif* 1 O 1 7*\- 

rKUUZ-5/Ji i j.Vj y.iuue-iu i/j- 
199 


1067 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 9.581e-18 46-68 
PR00245C 7.84 4.780e-13 214-230 
PR00245E 12.40 6.741e-09 267- 
282 


1067 


PR00534 


MELANOCORTIN RECEPTOR 
1 FAMILY SIGNATURE 


PR00534A 11.49 9.229e-09 38-51 



WO 03/054152 



PCT/US02/39555 



Table 3A 
319 



SEQID 


Database entry 
ID 


Description 


Results* 


1069 


BL00107 


Protein kinases ATP -binding region 
proteins. 


BL00107A 18.39 5.909e-15 409- 
440 BL00107B 13.31 4.214e-ll 
484-500 


1069 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109E 14.41 4.353e-09 549- 
572 


1071 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 4.789e-13 222- 
245 


1072 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308C 3.83 8.892e-10 4-14 
PR00308C 3.83 8.892e-10 5-15 
PR00308C 3.83 8.013e-09 3-13 


1072 


PR00698 


C.ELEGANS SRG FAMILY 
INTEGRAL MEMBRANE PROTEIN 
SIGNATURE 


PR00698E 14.43 8.714e-09 111- 
137 


1075 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-85 
PF00023B 14.20 2.636e-09 131- 
141 


1075 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128- 
141 


1075 


PR00806 


VINCULIN SIGNATURE 


PR00806C 11.07 8.839e-09 350- 
368 


1075 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 9.505e-09 135- 
190 PF00791B 28.49 9.835e-09 
69-124 


1076 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 5.610e-ll 174- 
214 BL00237C 13.19 4.176e-10 
317-344 


1076 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237F 13.57 7.677e-ll 322- 
347 PR00237E 13.03 6.100e-10 
276-300 PR00237A 11.48 8.839e- 
09 103-128 


1077 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 1.831e-09 139- 
189 


1079 


BL00462 


Gamma-glutamyltranspeptidase 
proteins. 


BL00462A 20.89 4.000e-20 108- 
151 BL00462D 23.07 7.256e-12 
356-396 BL00462B 17.88 9.153e- 
12 183-220 


1080 


BL00115 


Eukaryotic RNA polymerase II 
heptapeptide repeat proteins. 


BL00115Z 3.12 2.125e-09 1363- 
1412 BL00115Z3.12 6.096e-09 
1349-1398 


1083 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 9.182e-10 109-121 


1083 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 3.348e-14 366- 
397 BL00107B 13.31 4.176e-09 
441-457 


1083 


PR00653 


ACTIVIN TYPE II RECEPTOR 
SIGNATURE 


PR00653D 13.25 7.200e-09 385- 
407 


1083 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109E 14.41 6.727e-ll 535- 
558 PR00109D 17.04 7.609e-09 
442-465 


1083 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 9.135e-09 105- 
121 


1084 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 9.182e-10 109-121 


1084 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 3.348e-14 428- 
459 BL00107B 13.31 4.176e-09 
503-519 


1084 


PR00653 


ACTIVIN TYPE II RECEPTOR 1 PR00653D 13.25 7.200e-09 447- 
SIGNATURE | 469 
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1084 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109E 14.41 6.727e-ll 597- 
620 PR00109D 17.04 7.609e-09 
504-527 


1084 


BL00983 


Ly-6 / u-P AR domain proteins. 


BL00983C 12.69 9.135e-09 105- 
121 


1085 


PR00541 


MUSCARINIC M4 RECEPTOR 
SIGNATURE 


PR00541C 8.06 7.726e-09 486-507 


1086 


PR00541 


MUSCARINIC M4 RECEPTOR 
SIGNATURE 


PR00541C 8.06 7.726e-09 755-776 


1087 


PD01101 


INHIBITOR HEAVY CHAIN 
CHANNEL IN. 


PD01101B 21.53 3.318e-22 343- 
396 


1088 


BL00129 


Glycosyl hydrolases family 31 proteins. 


BL00129A 26.21 2.400e-28 114- 
160 BL00129D 16.76 6.806e-26 
364-408 BL00129C 15.12 5.295e- 
24 326-354 BL00129E 22.60 
4.857e-23 428-464 BL00129B 
19. 19 4.436e-15 225-252 
BL00129F 26.19 2.500e-13 544- 
582 


1090 


PR00887 


STRUCTURE-SPECIFIC 
RECOGNITION PROTEIN 
SIGNATURE 


PR00887A 11.39 1.643e-22 343- 
360 PR00887F 12.74 2.000e-22 
498-516 PR00887B 9.94 3.250e-22 
365-382 PR00887C 13.16 4.000e- 
22 388-405 PR00887E 10.36 
5.200e-22 480-499 PR00887H 
11.84 8.313e-22 537-556 
PR00887G 14.17 9.438e-20 521- 
538 PR00887D 15.12 8.313e-17 
453-467 


1090 


PR00886 


HIGH MOBILITY GROUP 
(HMG1/HMG2) PROTEIN 
SIGNATURE 


PR00886C 11.84 8.500e-13 696- 
715 PR00886A 10.08 3.192e-10 
710-733 


1090 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 5.576e-10 686-725 


1090 


BL00353 


HMG 1/2 proteins. 


BL00353B 11.47 8.244e-24 664- 
714 BL00353A 9.60 2.549e-09 
674-723 


1091 


BL00284 


Serpins proteins. 


BL00284C 28.56 4.000e-25 472- 
514 BL00284D 16.34 5.655e-17 
578-605 BL00284A 15.64 2.742e- 
15 341-365 BL00284E 19.15 
4.818e-15 659-684 BL00284B 
17.99 3.667e-14 445-466 
BL00284A 15.64 2.600e-ll 375- 
399 


1092 


PR00839 


V8 SERINE PROTEASE FAMILY 
SIGNATURE 


PR00839B 11.20 8.119e-10 357- 
375 


1097 


BL00605 


ATP synthase c subumt proteins. 


BL00605 27.67 3.172e-33 79-133 


1097 


PR00124 


ATP SYNTHASE C SUBUNIT 
SIGNATURE 


PR00124C 12.42 6.400e-18 1 13- 
139 PR00124A8.81 8.054e-14 75- 
95 PR00124B 14.66 6.897e-12 96- 
112 


1098 


BL00450 


Aconitase family proteins. 


BL00450B 42.34 8.393e-30 386- 
441 BL00450D 21.14 2.800e-18 
665-689 BL00450E 16.34 8.875e- 
13 710-725 BL00450B 42.34 
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6.400e-12 446-501 BL00450A 
13.76 2.406e- 11 351-365 
BL00450C 11.95 6.657e-10 612- 
622 


1098 


PR00415 


ACONITASE FAMILY SIGNATURE 


PR00415D 12.72 5.696e-16 390- 
406 PR004151 13.62 4.115e-15 
675-689 PR00415G 14.24 8.105e- 
15 548-563 PR00415C 13.34 
7.828e-14 376-390 PR00415E 
10.04 7.828e-14 452-466 
PR00415F 11.66 7.273e-13 466- 
480 PR00415H 12.39 9.700e-13 
613-625 PR00415A 11.15 1.621e- 
10 323-337 PR00415B8.14 
9.036e-09 347-356 


1104 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 1.000e-ll 139-149 


1104 


BL00240 


Receptor tyrosine kinase class III 
proteins. 


BL00240B 24.70 4.255e-09 85-109 


1106 


BL01002 


Translationally controlled tumor 
protein. 


BL01002C 21.97 6.143e-26 79-110 
BL01002A 13.19 1.360e-24 1-24 
BL01002B 7.39 3.1 18e-14 48-62 


1107 


PF00997 


Kappa casein. 


PF00997D 9.95 8.306e-09 513-548 


1109 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 1.391e-09 42-55 


1110 


BL01310 


ATP1G1 / PLM / MATS family 
proteins. 


BL01310 14.74 8.981e-24 99-135 


1112 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764B 13.56 2.250e-ll 122- 
143 


1112 


PR00261 


LOW DENSITY LIPOPROTEIN 
(LDL) RECEPTOR SIGNATURE 


PR00261E 11.08 6.308e-09 127- 
149 PR00261F 11.57 7.152e-09 
127-149 


1115 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 4.273e-14 188- 
228 


1115 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 3.250e-19 157- 
179 PR00245B 10.38 1.918e-09 
275-290 


1115 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237C 15.69 4.150e-09 202- 
225 


1116 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 2.658e-12 163- 
203 


1116 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 9.325e-19 132- 
154 PR00245C7.84 4.073e-15 
311-327 PR00245B 10.38 5.500e- 
13 250-265 PR00245E 12.40 
7.618e-13 364-379 PR00245D 
10.47 4.673e-09 347-359 


1116 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237C 15.69 6.400e-10 177- 
200 PR00237G 19.63 5.814e-09 
345-372 


1119 


PD01719 


PRECURSOR GLYCOPROTEIN 
SIGNAL RE. 


PD01719A 12.89 7.955e-13 969- 
997 PD01719A 12.89 8.111e-09 
305-333 


1120 


BL00355 


HMG14 and HMG17 proteins. 


BL00355 5.97 1.692e-37 18-49 


1120 


PR00925 


NONHISTONE CHROMOSOMAL 
PROTEIN HMG17 FAMILY 


PR00925A 5.47 2.800e-19 18-33 
PR00925B 3.73 3.400e-16 34-47 
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SIGNATURE 


PR00925D 6.56 2.200e-13 66-77 
PR00925C 5.57 8.235e-09 47-58 


1124 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 4.240e-ll 210- 
228 


1125 


PD02327 


GLYCOPROTEIN ANTIGEN 
PRECURSOR IMMUNOGLO. 


PD02327B 19.84 2.091e-09 191- 
213 


1125 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 7.652e-09 338-348 


1127 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870D 15.74 8.755e-09 96-131 


1133 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 8.364e-14 122- 
144 PR00245C 7.84 9.280e-13 
300-316 PR00245B 10.38 4.600e- 
11 240-255 PR00245E 12.40 
7.623e-10 353-368 


1133 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 5.371e-13 153- 
193 BL00237D 11.23 7.750e-10 
344-361 


1133 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237G 19.63 6.063e-12 334- 
361 PR00237C 15.69 6.175e-09 
167-190 


1134 


BL00221 


MIP family proteins. 


BL00221B 10.22 1.871e-ll 141- 
152 BL00221D 12.33 2.174e-ll 
240-255 BL00221E8.47 9.710e-ll 
307-318 BL00221 A 6.39 5.935e-09 
92-103 


1134 


PR00783 


MAJOR INTRINSIC PROTEIN 
FAMILY SIGNATURE 


PR00783B 15.98 4.130e-15 127- 
152 PR00783F 12.33 9.156e-14 
308-329 PR00783A 12.72 7.462e- 
12 88-108 PR00783E 16.78 
8.263e-10 128-151 PR00783C 
13.54 1.340e-09 164-184 
PR00783E 16.78 6.754e-09 226- 
249 


1136 


PD02886 


GLYCOPROTEIN PRECURSOR 
IMMUNOGLOBULIN FOL. 


PD02886C 21.92 7.907e-10 112- 
151 


1137 


PR00122 


VACUOLAR ATP SYNTHASE 16 KD 
SUBUNIT SIGNATURE 


PR00122C8.20 1.000e-33 104-131 
PR00122B 8.60 2.125e-28 56-81 
PR00122D 9.97 4.375e-28 131-155 
PR00122A 11.44 6.053e-19 30-55 


1137 


BL00605 


ATP synthase c subunit proteins. 


BL00605 27.67 1.778e-10 94-148 


1137 


PR00124 


ATP SYNTHASE C SUBUNIT 
SIGNATURE 


PR00124C 12.42 2.161e-10 128- 
154 


1138 


BL00665 


Dihydrodipicolinate synthetase 
proteins. 


BL00665B 30.33 8.265e-12 52-105 
BL00665D 14.76 1.000e-ll 164- 
187 BL00665C 25.58 5.832e-ll 
105-156 


1138 


PR00146 


DIHYDRODIPICOLINATE 
SYNTHASE SIGNATURE 


PR00146D 16.26 2.525e-10 163- 


1139 


BL00456 


Sodiunrsolute symporter family 
proteins. 


BL00456C 24.55 4.886e-28 165- 
220 BL00456A 22.59 3.127e-27 
27-82 BL00456B 18.94 1.220e-17 
103-133 


1139 


BL00415 


Synapsins proteins. 


BL00415O 3.44 6.270e-09 514-552 


1139 


BL00136 


Serine proteases, subtilase family, 
aspartic acid proteins. 


BL00136B 9.63 7.796e-09 773-786 
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1141 


BL00310 


Lysosome-assoeiated membrane 
glycoproteins duplicated domain 
proteins. 


BL00310F 23.26 4.162e-09 194- 
249 


1143 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 4.115e-18 126- 
166 BL00237C 13.19 7.545e-15 
263-290 BL00237D 11.23 8.962e- 
11 324-341 


1143 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237G 19.63 7.120e-15 314- 
341 PR00237F 13.57 2.565e-14 
268-293 PR00237C 15.69 6.667e- 
12 140-163 PR00237A 11.48 
8.125e-ll 63-88 PR00237B 13.50 
1.563e-10 96-118 PR00237E 13.03 
3.118e-09 226-250 


1144 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 2.068e-09 7-22 


1145 


BL01159 


WW/rsp5/WWP domain proteins. 


BL01159 13.85 1.310e-14 387-402 


1145 


PR00403 


WW DOMAIN SIGNATURE 


PR00403B 12.19 6.906e-15 387- 
402 PR00403A 16.82 5.200e-ll 
373-387 


1145 


BL01179 


Phosphotyrosine interaction domain 
proteins (PID) profile. 


BL01179A 12.63 8.286e-ll 394- 
406 BL01179B 15.18 7.968e-10 
667-682 


1147 


BL00594 


Aromatic amino acids permeases 
proteins. 


BL00594A 16.75 3.851e-09 107- 
151 


1148 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399B 14.27 1.305e-09 242- 
256 


1148 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 6.318e-09 279- 
293 


1150 


BL00291 


Prion protein. 


BL00291A 4.49 8.241 e-09 21-56 


1152 


BL00237 


G-protem coupled receptors proteins. 


BL00237A 27.68 6.447e-12 210- 
250 


1152 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237G 19.63 3.512e-09 392- 
419 PR00237C 15.69 4.825e-09 
224-247 


1152 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 1.500e-20 179- 
201 PR00245B 10.38 3.571e-16 
297-312 PR00245E 12.40 l.OOOe- 
12 411-426 PR00245D 10.47 
1.000e-10 394-406 PR00245C 7.84 
6.727e-09 358-374 


1153 


PR00962 


LETHAL(2) GIANT LARVAE 
PROTEIN SIGNATURE 


PR00962B 11.98 2.800e-28 310- 
333 PR00962G 15.71 5.655e-28 
609-634 PR00962D 10.40 1.225e- 
27 451-475 PR00962F 12.39 
6.786e-23 568-588 PR00962H 
13.32 9.710e-23 639-659 
PR009621 11.68 3.829e-22 708-728 
PR00962C 8 00 4 250e-22 362-383 
PR00962A 13.28 7.612e-22 17-36 
PR00962E 8.81 1.628e-20 531-550 


1153 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 9.122e-09 454- 
469 


1155 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 2.038e-10 385- 
430 BL00218E 23.30 6.400e-10 
466-506 BL00218B 21.44 5.790e- 
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09 217-249 


1155 


BL00341 


Surfactant associated polypeptide SP-C 
palmitovlation site proteins. 


BL00341B 8.70 7.895e-09 54-88 


1158 


PR00783 


MAJOR INTRINSIC PROTEIN 
FAMILY SIGNATURE 


PR00783C 13.54 1.474e-17 31-51 


1158 


BL00221 


MIP family proteins. 


BL00221B 10.22 1.643e-14 8-19 


1158 


PD00302 


PROTEASE POLYPROTEIN 
HYDROLASE ASP. 


PD00302B 9.52 1.360e-14 261-277 
PD00302A6.33 3.323e-U 198-209 


1158 


PF00692 


dUTPase. 


PF00692B8.14 3.613e-ll 113-124 


1158 


DM00892 


3 RETROVIRAL PROTEINASE. 


DM00892C 23.55 4.818e-13 292- 
326 DM00892B 9.78 1.000e-08 
264-270 


1160 


PD00320 


LAMININ CHAIN EGF-LIKE 
DOMAIN P. 


PD00320A 14.49 8.286e-12 1681- 
1695 


1160 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 1.225e-09 1745- 
1761 


1160 


BL01248 


Laminin-type EGF-like (LE) domain 
proteins. 


BL01248 11.02 9.308e-18 1705- 
1718 BL01248 11.02 4.000e-15 
393-406 BL01248 11.02 1.900e-ll 
321-334 BL01248 11.02 6.094e-09 
445-458 


1160 


PR00877 


PLANT PEC FAMILY 
METALLOTHIONEIN SIGNATURE 


PR00877D4.18 6.516e-09 1308- 
1316 


1160 


PF00054 


Laminin G domain proteins. 


PF00054B 16.61 8.200e-09 558- 
570 


1160 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011B 13.08 2.841e-17 547- 
566 PR0001 ID 14.03 4.150e-16 
547-566 PR00011B 13.08 7.750e- 
16 1370-1389 PR00011A 14.06 
1.170e-15 1277-1296 PR00011D 
14.03 4.000e-15 501-520 
PR00011A 14.06 4.736e-15 547- 
566 PR00011A 14.06 1.327e-14 
1370-1389 PR00011A 14.06 
5.909e-14 1416-1435 PR00011D 
14.03 7.980e-14 1370-1389 
PR00011D 14.03 3.717e-13 1416- 
1435 PR00011D 14.03 6.434e-13 
1277-1296 PR00011B 13.08 
8.932e-13 1277-1296 PR00011A 
14.06 2.161e-12 436-455 
PR00011D 14.03 6.053e-12 436- 
455 PR00011B 13.08 1.138e-ll 
436-455 PR00011B 13.08 6.954e- 
11 1416-1435 PR00011A 14.06 
8.062e-ll 1318-1337 PR00011A 
14.06 1.913e-10 695-714 
PR00011B 13.08 2.043e-10 644- 
663 PR0001 ID 14.03 3.215e-10 
695-714 PR00011C24.25 4.600e- 
10 651-680 PR00011C 24.25 
9.100e-10 1423-1452 PR00011D 
14.03 1. 26 le-09 644-663 
PR00011B 13.08 1.370e-09 695- 
714 PR00011A 14.06 1.986e-09 
644-663 PR00011B 13.08 3.096e- 
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09 1318-1337 PR00011D 14.03 
8.435e-09 591-610 PR00011C 
24.25 9.857e-09 1769-1798 


1161 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.377e-10 185- 
197 


1161 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 9.486e-10 158- 
174 BL01187B 12.04 2.800e-09 
196-212 


1161 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011D 14.03 4.158&-12 39-58 
PR00011B 13.08 2.973e-09 39-58 


1161 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010C 11.16 5.929e-09 163- 
174 


1161 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL00243H 17.53 7.276e-09 65-91 


1161 


BL01185 


C-terminal cystine knot proteins. 


BL01185B 21.14 9.047e-09 137- 
186 


1161 


DM00060 


338 kw NEUREXIN ALPHA III 
CYSTEINE. 


DM00060 6.92 9.460e-09 108-118 


1161 


BL01248 


Laminin-type EGF-like (LE) domain 
proteins. 


BL01248 11.02 9.660e-09 48-61 


1162 


BL00252 


Interferon alpha, beta and delta family 
proteins. 


BL00252A 18.49 6.657e-23 35-72 
BL00252B 19.78 9.125e-16 73-124 


1162 


PR00266 


INTERFERON ALPHA AND BETA 
SUBUNIT SIGNATURE 


PR00266A 13.61 1.000e-13 67-80 


1163 


PR00264 


INTERLEUKIN-1 SIGNATURE 


PR00264B 20.98 8.453e-ll 63-90 
PR00264C 17.77 1.851e-10 103- 
132 


1164 


BL00249 


Platelet-derived growth factor (PDGF) 
family proteins. 


BL00249 18.21 3.250e-34 75-105 


1165 


BL00253 


Interleukin-1 proteins. 


BL00253D 25.67 3.464e-l 1 95-135 


1165 


PR00264 


INTERLEUKIN-1 SIGNATURE 


PR00264C 17.77 3.294e-17 95-124 
PR00264B 20.98 6.250e-09 56-83 


1166 


PR00573 


INTERLEUKIN 8B RECEPTOR 
SIGNATURE 


PR00573D 15.57 1.450e-20 114- 
130 


1166 


PR00427 


INTERLEUKIN- 8 RECEPTOR 
SIGNATURE 


PR00427E 7.08 9.446e-18 6-22 
PR00427G 10.85 2.667e-16 98-115 
PR00427F 11.77 9.500e-13 48-65 


1166 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237F 13.57 4.789e-16 23-48 
PR00237G 19.63 1.844e-12 70-97 


1166 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 1.857e-16 18-45 
BL00237D 11.23 6.464e-10 80-97 


1167 


PR00414 


PALMITOYL PROTEIN 
THIOESTERASE SIGNATURE 


PR00414A 10.74 1.000e-31 26-49 
PR00414D 17.19 1.450e-27 151- 
171 PR00414E 16.76 1.600e-27 
185-205 PR00414G 12.38 4.000e- 
25 258-277 PR00414B 12.48 
4.214e-25 66-86 PR00414C 13.14 
1.000e-22 106-123 


1168 


BL00284 


Serpins proteins. 


BL00284C 28.56 4.000e-25 204- 
246 BL00284A 15.64 7.750e-22 
73-97 BL00284E 19.15 8.826e-19 
391-416 BL00284D 16.34 5.655e- 
17 310-337 BL00284B 17.99 
3.667e-14 177-198 BL00284A 
15.64 2.600e-ll 107-131 


1 1170 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 6.786e-26 103- 
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132 BL00269A 8.53 2.607e-20 38- 
58 BL00269B 19.17 5.500e-17 65- 
94 


1172 


BL00383 


Tyrosine specific protein phosphatases 
proteins. 


BL00383A 13.34 5.235e-16 274- 
289 BL00383F 15.51 1.429e-15 
477-493 BL00383E 10.35 7.000e- 
15 439-450 BL00383D 11.92 
4.000e-13 403-416 BL00383C 
10.10 6.344e-10 326-337 


1172 


PR00700 


PROTEIN TYROSINE 
PHOSPHATASE SIGNATURE 


PR00700B 16.80 5.320e-21 313- 
334 PR00700D 12.47 9.217e-19 
436-455 PR00700C 13.17 3.143e- 
15 399-417 PR00700F 11.18 
8.941e-13 483-494 PR00700A 6.96 
8.714e-10 295-303 PR00700E 
17.57 7.61 8e-09 467-483 


1174 


BL00472 


Small cytokines (intercrine/chemokine) 
C-C subfamily signatur. 


BL00472A 7.45 3.483e-09 1-13 


1175 


BL00472 


Small cytokines (intercrine/chemokine) 
C-C subfamily signatur. 


BL00472A 7.45 3.483e-09 1-13 


1187 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 88-102 


1188 


PR00860 


VERTEBRATE 

METALLOTHIONEIN SIGNATURE 


PR00860B 7.04 6.776e-09 52-66 


1189 


BL00280 


Pancreatic trypsin inhibitor (Kunitz) 
family proteins. 


BL00280 24.61 1. 5 14&-30 276-320 
BL00280 24.61 6.553e-24 238-282 


1189 


PR00759 


BASIC PROTEASE (KUNITZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759C 14.15 2.385e-14 304- 
320 PR00759B 11.26 8.105e-12 
256-267 PR00759Bll.26 2.452e- 
10 294-305 


1189 


BL00213 


Lipocalin proteins. 


BL00213A 12.95 2.636e-09 38-52 


1189 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 S.125c-12 122-135 
PR00179A 13.78 6.760e-10 38-51 
PR00179C 19.02 6.727e-09 150- 
166 


1190 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 1.000e-10 83- 
117 


1191 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 1.000e-10 83- 
117 


1198 


BL00154 


E1-E2 ATPases phosphorylation site 
proteins. 


BL00154G 21.18 9.783e-09 203- 
237 


1200 


DM01970 


0kwZK632.12YDR313C 
ENDOSOMALIII. 


DM01970B 8.60 3.494e-09 120- 
133 


1201 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.500e-28 35-74 


1202 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.500e-28 35-74 


1204 


BL00134 


Serine proteases, trypsin family, 
histidine proteins. 


BL00134A 11.96 7.158e-19 81-98 


1204 


PR00722 


CHYMOTRYPSIN SERINE 
PROTEASE FAMILY (SI) 
SIGNATURE 


PR00722A 12.27 7.353e-18 82-98 


1204 


BL00495 


Apple domain proteins. 


BL00495K 12.58 4.543e-ll 83-116 


1204 


BL01253 


Type I fibronectin domain proteins. 


BL01253E 16.01 3.415e-13 154- 
191 BL01253D4.84 9.585e-ll 81- 
95 


1204 


BL00021 


Kringle domain proteins. 


BL00021B 13.33 2.370e-17 81-99 
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BL00021C 22.21 6.604e-09 165- 
187 


1208 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 7.214e-09 121-134 


1212 


PR00364 


DISEASE RESISTANCE PROTEIN 
SIGNATURE 


PR00364D 10.54 6.700e-09 172- 
189 


1212 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 8.615e-13 177- 
191 PR00019B 11.36 2.286e-12 
174-188 PR00019All.19 4.913e- 
10 319-333 PR00019B 11.36 
4.960e-09 387-401 PR00019A 
11.19 8.667e-09 151-165 


1213 


BL00132 


Zinc carboxypeptidases, zinc-binding 
region 1 proteins. 


BL00132C 21.35 3.308e-28 129- 
170 BL00132B 15.93 1.871e-16 
99-113 BL00132A 26.07 1.682e-14 
50-91 BL00132F 13.26 7.254e-14 
228-250 BL00132D 12.70 2.875e- 
12 173-188 BL00132E 17.72 
3.552e-12 199-226 


1213 


PR00765 


CARBOXYPEPTIDASE A 
METALLOPROTEASE (Ml 4) 
FAMILY SIGNATURE 


PR00765B 15.57 7.857e-16 99-1 14 
PR00765D 14.16 5.500e-ll 233- 
247 PR00765C 12.55 1.290e-10 
179-188 


1214 


PD01270 


RECEPTOR FC 
IMMUNOGLOBULIN AFFIN. 


PD01270C 19.54 5.329e-09 32-61 


1221 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 1.000e-16 143- 
170 PR00007C 15.60 8.200e-15 
214-236 PR00007B 14.16 5.846e- 
14 170-190 PR00007D9.64 
5.250e- 10 249-260 


1221 


BL01113 


Clq domain proteins. 


BL01113B 18.26 1.581e-29 149- 
185 BL01113C 13.18 3.077e-15 
214-234 BL01113A 17.99 1.243e- 
13 50-77 BL01113A 17.99 6.108e- 
13 35-62 BL01113A 17.99 3.077e- 
12 41-68 BL01113A 17.99 1.574e- 
10 38-65 BL01113A 17.99 9.617e- 
10 44-71 BL01113A 17.99 7.577e- 
09 59-S6 


1221 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 2.038e-12 86-115 
BL00420A 20.42 5.154e-12 44-73 
BL00420A 20.42 4.185e-09 47-76 
BL00420A 20.42 9.031e-09 50-79 


1223 


BL00240 


Receptor tyrosine kinase class III 
proteins. 


BL00240E 11.56 2.043e-21 260- 
298 BL00240F 17.74 4.035e-18 
313-361 BL00240G 28.45 4.923e- 
17 361-414 


1223 


BL50001 


Src homology 2 (SH2) domain proteins 
profile. 


BL50001B 17.40 3.077e-16 271- 
292 




BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 4.500e-19 274- 
305 BL00107B 13.31 7.231e-12 
342-358 


1223 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 4.462e-20 343- 
366 PR00109E 14.41 5.950e-20 
388-411 PR00109B 12.27 9.571e- 
19 274-293 PR00109A 15.00 
5.065e-10 237-251 PR00109C 
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12.85 5.333e-10 324-335 


1223 


BL00239 


Receptor tyrosine kinase class II 
proteins. 


BL00239E 17.14 1.281e-25 314- 
364 BL00239F 28.15 9.684e-19 
369-414 BL00239C 18.75 8.765e- 
15 261-284 BL00239D 16.81 
5.571e-10 286-312 


1223 


PR00046 


MAJOR SIGMA-70 FACTOR 
SIGNATURE 


PR00046A 13.26 8.788e-09 296- 
310 


1223 


BL00790 


Receptor tyrosine kinase class V 
proteins. 


BL00790O 7.68 9.357e-16 321-354 
BL00790Q 15.61 6.057e-ll 380- 
429 BL00790N 13.25 3.937e-10 
287-314 BL00790M8.74 5.138e- 
10 265-287 BL00790K9.30 
1.000e-08 182-236 


1224 


PR00453 


VON WILLEBRAND FACTOR TYPE 
A DOMAIN SIGNATURE 


PR00453A 12.79 9.827e-09 50-68 


1227 


BL00615 


C-type lectin domain proteins. 


BL00615B 12.25 9.571e-10 151- 
165 BL00615A 16.68 3.100e-09 
48-66 


1237 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514E 14.28 7.750e-12 313- 
330 


1257 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 1.000e-09 247- 
261 PR00019B 11.36 2.080e-09 
316-330 PR00019B 11.36 3.160e- 
09 244-258 PR00019B 11.36 
4.240e-09 100-114 PR00019B 
11.36 5.680e-09 148-162 


1263 


BL00427 


Disintcgrins proteins. 


BL00427 13.93 4.035e-17 436-491 


1263 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 5.667e-14 450- 
470 


1263 


PR00873 


ECHINOIDEA (SEA URCHIN) 
METALLOTHIONEIN SIGNATURE 


PR00873D 8.43 5.989e-09 608-627 


1264 


BL01173 


Lipolytic enzymes G-D-X-G family, 
histidine. 


BL01173C 8.98 1.000e-16 216-230 
BL01173B 13.27 1.000e-12 174- 
201 BL01173A9.41 7.200e-ll 
141-154 


1266 


BL00492 


Clusterin proteins. 


BL00492F 16.61 1.000e-40 163- 
205 BL00492G 13.20 1.000e-40 
230-280 BL00492H 16.50 6.870e- 
40 358-395 BL00492C 8.35 
1.000e-38 52-86 BL00492B 10.36 
9.053e-28 26-49 BL00492E 12.52 
6.423e-26 73-122 BL00492A 11.53 
4.724e-18 2-19 


1267 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.538e-29 207- 
249 BL00284A 15.64 3.739e-18 
107-131 BL00284D 16.34 3.793e- 
17 314-341 BL00284E 19.15 
2.909e-15 401-426 


1268 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.538e-29 243- 
285 BL00284A 15.64 3.739e-18 
125-149 BL00284E 19.15 8.269e- 
18 437-462 BL00284D 16.34 
3.793e-17 350-377 BL00284B 
17.99 3.483e-13 214-235 


1273 


BL00380 


Rhodanese proteins. 


BL00380D 15.90 8.200e-28 110- 
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136 BL00380G 11.26 5.800e-16 
251-264 BL00380B 14.77 7.000e- 
14 49-62 BL00380C 15.67 7.387e- 
13 82-98 BL00380E 12.44 7.000e- 
11 181-193 BL00380A 10.48 
1.000e-09 10-20 


1274 


BL00134 


Serine proteases, trypsin family, 
histidine proteins. 


BL00134C 13.45 9.000e-17 333- 
347 BL00134A 11.96 7.429e-16 
147-164 BL00134B 15.99 3.793e- 
15 297-321 


1274 


BL01253 


Type I fibronectin domain proteins. 


BL01253H 13.15 5.909e-19 315- 
350 BL01253G 11.34 8.791e-13 
296-310 BL01253F 14.35 2.241e- 
12 252-291 BL01253E 16.01 
7.194e-10 215-252 BL01253D4.84 
7.686e-10 147-161 


1274 


BL00495 


Apple domain proteins. 


BL00495N 11.04 3.957e-24 289- 
324 BL00495O 13.75 6.610e-16 
324-353 BL00495K 12.58 1.957e- 
11 149-182 BL00495L 11.94 
2.154e-09 178-217 


1274 


PR00722 


CHYMOTRYPSIN SERINE 
PROTEASE FAMILY (SI) 
SIGNATURE 


PR00722A 12.27 7.480e-15 148- 
164 PR00722C 10.87 2.286e-14 
296-309 PR00722B 12.51 3.250e- 
09 203-218 


1274 


BL00021 


Kringle domain proteins. 


BL00021D 24.56 8.773e-27 305- 
347 BL00021B 13.33 9.217e-17 
147-165 BL00021C 22.21 3.717e- 
09 226-248 


1279 


PR00704 


CALPAIN CYSTEINE PROTEASE 
(C2) FAMILY SIGNATURE 


PR007041 9.52 4.682e-14 145-174 


1287 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.313e-28 16-55 


1287 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 3.769e-15 191-204 
PD00066 13.92 1.500e-13 247-260 
PD00066 13.92 1.500e-13 387-400 
PD00066 13.92 7.500e-13 275-288 
PD00066 13.92 8.000e-13 359-372 
PD00066 13.92 9.143e-12 219-232 
PD00066 13.92 4.913e-ll 303-316 


1287 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 4.857e-16 371-388 
BL00028 16.07 8.412e-14 203-220 
BL00028 16.07 5.500e-13 287-304 
BL00028 16.07 1.346e-ll 259-276 
BL00028 16.07 5.154e-ll 399-416 
BL00028 16.07 7.577e-ll 343-360 
BL00028 16.07 1.000e-10 175-192 
BL00028 16.07 6.700e-10 231-248 
BL00028 16.07 3.829e-09 315-332 


1287 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22.48 6.817e-09 280- 
315 


1287 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 7.750e-16 368- 
382 PR00048A 10.52 4.273e-15 
284-298 PR00048A 10.52 1.643&- 
13 200-214 PR00048B 6.02 
1.900e-13 188-198 PR00048B 6.02 
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6.400e-13 272-282 PR00048A 
10.52 3.118e-12 396-410 
PR00048B 6.02 5.000e-12 384-394 
PR00048B 6.02 4.462e-ll 244-254 
PR00048B 6.02 1.563e-10 356-366 
PR00048A 10.52 2.174e-10 256- 
270 PR00048A 10.52 4.913e-10 
312-326 PR00048A 10.52 9.217e- 
10 340-354 PR00048B6.02 
3.368e-09 300-310 PR00048A 
10.52 7.480e-09 228-242 


1292 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL00243H 17.53 8.696e-ll 42-68 


1295 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 3.512e-31 10-49 


1295 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 9.100e-16 337-350 
PD00066 13.92 4.462e-15 477-490 
PD00066 13.92 5.800e-14 421-434 
PD00066 13.92 9.400e-14 449-462 
PD00066 13.92 9.500e-13 365-378 
PD00066 13.92 9.500e-13 393-406 


1295 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 7.353e-14 321-338 
BL00028 16.07 7.750e-13 405-422 
BL00028 16.07 9.550e-13 349-366 
BL00028 16.07 9.550e-13 377-394 
BL00028 16.07 2.957e-12 433-450 
BL00028 16.07 5.800e-10 461-478 
BL00028 16.07 7.600e-10 489-506 


1295 


PR00048 


C2II2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 1.000e-13 346- 
360 PR00048A 10.52 1.000e-13 
486-500 PR00048A 10.52 5.500e- 
13 430-444 PR00048A 10.52 
6.786e-13 402-416 PR00048A 
10.52 6.786e-13 458-472 
PR00048A 10.52 4.789e-ll 318- 
332 PR00048A 10.52 9.526e-ll 
374-388 PR00048B 6.02 1.000e-10 
334-344 PR00048B 6.02 9.438e-10 
418-428 PR00048B 6.02 9.438e-10 
474-484 PR00048B 6.02 8.579e-09 
446-456 


1296 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 8.615e-33 16-55 


1296 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 6.400e-16 348-361 
PD00066 13.92 3.077e-15 236-249 
PD00066 13.92 4.462e-15 264-277 
PD00066 13.92 4.462e-15 320-333 
PD00066 13.92 2.800e-14 432-445 
PD00066 13.92 4.600e-14 292-305 
PD00066 13.92 8.200e-14 488-501 
PD00066 13.92 8.200e-14 516-529 
PD00066 13.92 6.500e-13 376-389 
PD00066 13.92 7.000e-13 208-221 
PD00066 13.92 4.429e-12 460-473 


1296 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 9.182e-15 385- 
399 PR00048A 10.52 9.182e-15 



Table 3A 
331 



SEQID 


Database entry 
ID 


Description 


Results* 








469-483 PR00048A 10.52 4.750e- 
14 329-343 PR00048A 10.52 
3.571e-13 413-427 PR00048A 
10.52 9.357e-13 245-259 
PR00048A 10.52 1.529e-12 525- 
539 PR00048A 10.52 2.588e-12 
189-203 PR00048A 10.52 3.1 18e- 
12 301-315 PR00048A 10.52 
3.647e-12 357-371 PR00048B 6.02 
1.000e-l 1 205-215 PR00048B 6.02 
1.000e-ll 261-271 PR00048B 6.02 
1.000e-ll 429-439 PR00048B 6.02 
2.385e-ll 345-355 PR00048B 6.02 
4.462e-ll 513-523 PR00048B 6.02 
7.231e-ll 317-327 PR00048A 
10.52 9.526e-l 1217-231 
PR00048A 10.52 2.174e-10 273- 
287 PR00048B 6.02 2.688e-10 
485-495 PR00048B6.02 3.S13e-10 
289-299 PR00048B 6.02 4.938e-10 
233-243 PR00048A 10.52 6.478e- 
10 497-511 PR00048B6.02 
3.842e-09 373-383 


1296 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 2.588e-14 192-209 
BL00028 16.07 1.450e-13 388-405 
BL00028 16.07 1.450e-13 528-545 
BL00028 16.07 5.304e-l 2 472-489 
BL00028 16.07 6.478e-12 416-433 
BL00028 16.07 8.826e- 12 332-349 
BL00028 16.07 9.609e-12 248-265 
BL00028 16.07 2.385e-ll 276-293 
BL00028 16.07 3.769e-ll 360-377 
BL00028 16.07 7.577e-ll 304-321 
BL00028 16.07 6.100e-10 220-237 
BL00028 16.07 5.8S6e-09 500-517 


1299 


BL00142 


Neutral zinc metallopeptidases, zinc- 
binding region proteins. 


BL00142 8.38 4.375e-10 188-199 


1299 


PR00138 


MATRIXIN SIGNATURE 


PR00138D 16.56 1.321e-19 188- 
214 PR00138B 15.82 1.655e-10 
106-122 PR00138C 16.41 2.393e- 
10 132-161 PR00138E6.01 
6.586e-10 222-236 


1299 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 3.411e-22 182- 
214 BL00024B 21.53 8.788e-19 
80-114 BL00024H 11.35 3.077e-10 
337-349 BL00024E 7.58 9.21 le-10 
222-236 BL00024C 22.98 6.000e- 
09 131-180 


1299 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 6.529e-09 183- 
202 


1299 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 1.643e-22 182- 
214 BL00546D 10.34 8.017e-10 
222-236 BL00546B20.112.443e- 
09 132-176 BL00546H 10.76 
4.5 12e-09 337-348 BL00546G 
16.84 6.684e-09 338-358 
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1301 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 2.875e-09 170- 
188 


1305 


PD02811 


PROTEIN PEPTIDE REDUCTASE 
MG448 PILB FIMBRIA TRAN. 


PD02811A 20.67 3.017e-22 60-98 
PD02811B 17.07 2.263e-21 111- 
144 PD02811C 13.25 5.696e-13 
147-160 


1307 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 8.043e-18 28-51 


1307 


PR00290 


KAZAL-TYPE SERINE PROTEASE 
INHIBITOR SIGNATURE 


PR00290B 9.78 6.559e-ll 39-51 
PR00290A 10.88 8.851e-09 28-39 


1308 


BL00112 


ATP:guanido phosphotransferases 
proteins. 


BL00112F 21.37 7.728e-09 51-102 


1309 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 6.786e-26 139- 
168 BL00269A 8.53 2.607e-20 74- 
94 BL00269B 19.17 5.500e-17 
101-130 


1312 


BL01115 


GTP-binding nuclear protein ran 
proteins. 


BL01115A 10.22 3.559e-12 63-107 


1312 


PR00449 


TRANSFORMING PROTEIN P21 
RAS SIGNATURE 


PR00449A 13.20 7.545e-17 63-85 
PR00449E 13.50 9.280e-14 201- 
224 PR00449D 10.79 7.158e-13 
167-181 PR00449C 17.27 9.229e- 
12 103-126 PR00449B 14.34 
9.280e-10 86-103 


1314 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 2.059e-14 361-378 
BL00028 16.07 7.353e-14 193-210 
BL00028 16.07 1.900&-13 165-182 
BL00028 16.07 3.250e-13 333-350 
BL00028 16.07 4.150e-13 221-238 
BL00028 16.07 9.550e-13 277-294 
BL00028 16.07 1.000e-ll 305-322 
BL00028 16.07 1.600e-10 249-266 


1314 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 321-334 
PD00066 13.92 1.000e-13 265-278 
PD00066 13.92 1.429e-12 237-250 
PD00066 13.92 7.857e-12 181-194 
PD00066 13.92 2.174e-ll 349-362 
PD00066 13.92 2.385e-10 209-222 
PD00066 13.92 7.231e-10 293-306 


1314 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 5.500e-14 218- 
232 PR00048A 10.52 5.500e-14 
358-372 PR00048A 10.52 8.500e- 
14 330-344 PR00048A 10.52 
2.286e-13 190-204 PR00048A 
10.52 8.071e-13 162-176 
PR00048A 10.52 3.118e-12 274- 
288 PR00048A 10.52 6.684e-l 1 
246-260 PR00048B 6.02 7.23 le-1 1 
318-328 PR00048B6.02 1.563e-10 
178-188 PR00048A 10.52 7.261e- 
10 302-316 PR00048B 6.02 
8.579e-09 262-272 


1315 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 1.947e-10 95-123 


1315 


PR00874 


FUNGI-IV METALLOTHIONEIN 
SIGNATURE 


PR00874C 4.37 3.750e-09 48-63 
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1315 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 4.434e-09 50-79 


1315 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE 
E2 PRECURSOR PEPLOMER. 


PD00866L 3.73 2.770e-09 24-34 
PD00866L 3.73 2.770e-09 82-92 
PD00866L 3.73 2.918e-09 4-14 
PD00866L 3.73 4.984e-09 14-24 


1315 


PR00876 


NEMATODE METALLOTHIONEIN 
SIGNATURE 


PR00876B 7.66 5.014e-09 89-103 


1315 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL002431 31.77 5.655e-13 3-46 
BL002431 31.77 9.286e- 11 81-124 
BL002431 31.77 6.691e-10 13-56 
BL00243I 31.77 2.775e-09 10-53 
BL002431 31.77 5.310e-09 52-95 
BL002431 31.77 5.437e-09 18-61 


1315 


PR00858 


CRUSTACEAN 

METALLOTHIONEIN SIGNATURE 


PR00858B 5.93 3.394e-09 49-68 
PR00858B 5.93 7.223e-09 15-34 


1315 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 9.893e-13 72-118 
BL00203 13.94 7.414e-12 34-80 
BL00203 13.94 2.879e-ll 46-92 
BL00203 13.94 4.956e-ll 87-133 
BL00203 13.94 5.945e-ll 101-147 
BL00203 13.94 8.319e-ll 78-124 
BL00203 13.94 1.383e-10 63-109 
BL00203 13.94 3.106e-10 77-123 
BL00203 13.94 6.266e-10 15-61 
BL00203 13.94 8.085e-10 33-79 
BL00203 13.94 8.372e-10 102-148 
BL00203 13.94 9.138e-10 56-102 
BL00203 13.94 9.521e-10 88-134 
BL00203 13.94 1.000e-09 5-51 
BL00203 13.94 1.827e-09 82-128 
BL00203 13.94 3.847e-09 83-129 
BL00203 13.94 5.133e-09 48-94 
BL00203 13.94 5.500e-09 25-71 
BL00203 13.94 6.143e-09 28-74 
BL00203 13.94 6.327e-09 93-139 
BL00203 13.94 7.337e-09 73-119 
BL00203 13.94 8.071 e-09 61-107 
BL00203 13.94 8.439e-09 91-137 
BL00203 13.94 9.082e-09 13-59 


1315 


DM00864 


EGF-LIKE DOMAIN. 


DM00864A 15.21 9.229e-09 6-27 


1315 


BL00198 


4Fe-4S ferredoxins, iron-sulfur binding 
region proteins. 


BL00198 10.43 1.600e-09 23-35 
BL00198 10.43 9.700e-09 3-15 


1316 


DM00406 


GLIADIN. 


DM00406 7.73 9.514e-10 162-175 


1316 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL00243I 31.77 8.859e-09 66-109 


1316 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 4.553e-09 24-53 
BL00269C 16.52 9.289e-09 94-123 


1316 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 3.700e-09 45-73 
PD02283C 17.54 8.763e-09 65-93 
PD02283C 17.54 9.325e-09 80-108 
PD02283C 17.54 9.550e-09 90-118 


1316 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 4.363e-ll 47-93 
BL00203 13.94 5.846e-ll 88-134 
BL00203 13.94 7.527e-ll 57-103 
BL00203 13.94 8.714e-ll 22-68 
| BL00203 13.94 4.447e-10 87-133 
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BL00203 13.94 7.798e-10 92-138 
BL00203 13.94 2.010e-09 37-83 
BL00203 13.94 3.939e-09 38-84 
BL00203 13.94 5.133e-09 18-64 
BL00203 13.94 5.224e-09 17-63 
BL00203 13.94 5.592e-09 52-98 
BL00203 13.94 5.684e-09 68-114 
BL00203 13.94 7.153e-09 33-79 
BL00203 13.94 7.245e-09 78-124 
BL00203 13.94 8.163e-09 43-89 
BL00203 13.94 8.439e-09 23-69 
BL00203 13.94 9.265e-09 42-88 
BL00203 13.94 9.633e-09 93-139 


1317 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL00243I 31.77 8.279e-10 216-259 
BL00243I 31.77 5.310e-09 219-262 


1317 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 5.865e-09 244- 
259 


1317 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 7.750e-10 163- 
191 PD02283C 17.54 4.938e-09 
198-226 PD02283C 17.54 6.175e- 
09 243-271 PD02283C 17.54 
6.400e-09 62-90 PD02283C 17.54 
6.625e-09 153-181 PD02283C 
17.54 6.738e-09 173-201 
PD02283C 17.54 6.738e-09 208- 
236 PD02283C 17.54 7.975e-09 
188-216 PD02283C 17.54 9.325e- 
09 178-206 


1317 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 9.703e-ll 130-176 
BL00203 13.94 1.191e-10 104-150 
BL00203 13.94 2.149e-10 64-110 
BL00203 13.94 4.447e-10 200-246 
BL00203 13.94 5.883e-10 215-261 
BL00203 13.94 5.979e-10 210-256 
BL00203 13.94 5.979e-10 225-271 
BL00203 13.94 6.362e-10 120-166 
BL00203 13.94 6.649e-10 24-70 
BL00203 13.94 7.032e-10 34-80 
BL00203 13.94 8.181e-10 165-211 
BL00203 13.94 8.947e-10 85-131 
BL00203 13.94 9.809e-10 60-106 
BL00203 13.94 1.000e-09 170-216 
BL00203 13.94 1.367e-09 176-222 
BL00203 13.94 1.643e-09 70-116 
BL00203 13.94 2.378e-09 239-285 
BL00203 13.94 2.469e-09 125-171 
BL00203 13.94 3.755e-09 175-221 
BL00203 13.94 3.847e-09 19-65 
BL00203 13.94 3.847e-09 190-236 
BL00203 13.94 4.122e-09 201-247 
BL00203 13.94 4.490e-09 160-206 
BL00203 13.94 5.224e-09 186-232 
BL00203 13.94 5.867e-09 115-161 
BL00203 13.94 6.235e-09 80-126 
BL00203 13.94 6.418e-09 55-101 
BL00203 13.94 7.337e-09 15-61 
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BL00203 13.94 7.337e-09 69-115 
BL00203 13.94 7.520e-09 45-91 
BL00203 13.94 7.888e-09 95-141 
BL00203 13.94 8.255e-09 29-75 
BL00203 13.94 8.439e-09 206-252 
BL00203 13.94 8.531e-09 126-172 
BL00203 13.94 8.806e-09 38-84 
BL00203 13.94 8.898e-09 151-197 
BL00203 13.94 9.265e-09 216-262 
BL00203 13.94 9.449e-09 180-226 


1317 


PR00876 


NEMATODE METALLOTHIONEIN 
SIGNATURE 


PR00876B 7.66 9.757e-09 113-127 


1317 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 6.425e-10 132- 
161 BL00269C 16.52 9.882e-09 
21-50 


1318 


PR00876 


NEMATODE METALLOTHIONEIN 
SIGNATURE 


PR00876B 7.66 2.268e-10 107-121 


1318 


PR00874 


FUNGI-IV METALLOTHIONEIN 
SIGNATURE 


PR00874C 4.37 9.739e-10 95-110 


1318 


BL00427 


Disintegrins proteins. 


BL00427 13.93 2.274e-09 114-169 


1318 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE 
E2 PRECURSOR PEPLOMER. 


PD00866L3.73 6.564e-10 1-11 
PD00866L 3.73 1.443e-09 33-43 
PD00866L3.73 2.770e-09 119-129 
PD00866L3.73 2.918e-09 12-22 
PD00866L3.73 2.918e-09 19-29 


1318 


DL01208 


VWFC domain proteins. 


BL01208B 15.83 2.946e-09 143- 
158 


1318 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL- 
LI. 


DM01724 8.14 7.465e-10 17-37 
DM01724 8.14 4.434e-09 19-39 
DM01724 8.14 6.684e-09 10-30 


1318 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 8.763e~09 132- 
160 


1318 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 1.724e-12 124-170 
BL00203 13.94 2.034e-12 119-165 
BL00203 13.94 4.207e-12 115-161 
BL00203 13.94 4.931e-12 93-139 
BL00203 13.94 3.275e-ll 109-155 
BL00203 13.94 3.967e-ll 120-166 
BL00203 13.94 3.298e-10 114-160 
BL00203 13.94 4.064e-10 35-81 
BL00203 13.94 4.447e-10 100-146 
BL00203 13.94 5.117e-10 98-144 
BL00203 13.94 7.989e-10 83-129 
BL00203 13.94 9.426e-10 125-171 
BL00203 13.94 2.929e-09 34-80 
BL00203 13.94 2.929e-09 94-140 
BL00203 13.94 3.663e-09 32-78 
BL00203 13.94 4.490e-09 88-134 
BL00203 13.94 4.582e-09 110-156 
BL00203 13.94 4.673e-09 101-147 
BL00203 13.94 4.857e-09 104-150 
BL00203 13.94 5.592e-09 43-89 
BL00203 13.94 6.694e-09 111-157 
BL00203 13.94 8.898e-09 55-101 
BL00203 13.94 9.082e-09 99-145 


1318 


BL00243 


Integrins beta chain cysteine-rich 


BL00243I31.77 1.662e-10 68-111 
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domain proteins. 


BL00243I 31.77 3.912e-10 38-81 
BL00243I 31.77 5.500e-10 58-101 
BL002431 31.77 8.941e-10 48-91 
BL002431 31.77 6.324e-09 25-68 
BL00243I 31.77 7.465e-09 118-161 
BL002431 31.77 9.239e-09 61-104 
BL002431 31.77 9.620e-09 98-141 


1319 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 107-120 
PD00066 13.92 2.800e-14 219-232 
PD00066 13.92 4.000e-13 79-92 
PD00066 13.92 4.000e-12 51-64 
PD00066 13.92 9.143e-12 191-204 
PD00066 13.92 2.038e-10 163-176 


1319 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 3.250e-13 203-220 
BL00028 16.07 8.650e-13 35-52 
BL00028 16.07 9.550e-13 91-108 
BL00028 16.07 3.739e-12 147-164 
BL00028 16.07 4.522e-12 119-136 
BL00028 16.07 4.462e-ll 175-192 
BL00028 16.07 8.500e-10 63-80 


1319 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 4.706e-12 60-74 
PR00048B 6.02 6.000e-12 104-114 
PR00048B 6.02 1.000e-ll 216-226 
PR00048A 10.52 3.368e-ll 88-102 
PR00048B 6.02 7.231e-ll 160-170 
PR00048A 10.52 7.632e-ll 32-46 
PR00048B6.02 1.000e-10 188-198 
PR00048A 10.52 2.565e-10 172- 
186 PR00048A 10.52 2.957e-10 
200-214 PR00048B6.02 1.000e-09 
48-58 PR00048A 10.52 4.240e-09 
144-158 PR00048B 6.02 6.684e-09 
76-86 PR00048B 6.02 7.632e-09 
132-142 PR00048A 10.52 8.560e- 
09 116-130 


1319 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22.48 9.122e-09 168- 
203 


1320 


PR00449 


TRANSFORMING PROTEIN P21 
RAS SIGNATURE 


PR00449A 13.20 8.800e-15 4-26 


1320 


BL01115 


GTP-binding nuclear protein ran 
proteins. 


BL01115A 10.22 3.250e-09 4-48 


1321 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 5.055e-ll 71-117 
BL00203 13.94 8.439e-09 146-192 
BL00203 13.94 9.082e-09 53-99 


1327 


BL00799 


Granulins proteins. 


BL00799H 14.15 9.667e-09 18-59 


1329 


PF00711 


Beta defensins. 


PF00711 15.76 7.915e-ll 60-93 


1329 


PR00858 


CRUSTACEAN 

METALLOTHIONEIN SIGNATURE 


PR00858B 5.93 1.479e-09 55-74 


1329 


BL00317 


WAP-type 'four-disulfide core' domain 
proteins. 


BL00317B 14.58 2.216e-09 63-85 


1329 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL- 
II. 


DM01724 8.14 4.484e-12 19-39 
DM01724 8.14 4.484e-12 23-43 
DM01724 8.14 4.484e-12 27-47 
DM01724 8.14 4.484e-12 31-51 
DM01724 8.14 4.296e-10 35-55 
DM01724 8.14 4.197e-09 11-31 
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DM01724 8.14 5.382e-09 7-27 
DM01724 8.14 6.803e-09 15-35 


1329 


PR00872 


DIPTERA (DROSOPHILA) 
MBTALLOTHIONEIN SIGNATURE 


PR00872A 5.17 7.409e-09 99-112 


1329 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 7.429e-13 47-93 
BL00203 13.94 1.989e-ll 54-100 
BL00203 13.94 3.967e-ll 50-96 
BL00203 13.94 8.372e-10 51-97 
BL00203 13.94 8.947e-10 58-104 
BL00203 13.94 1.184e-09 75-121 
BL00203 13.94 3.204e-09 74-120 
BL00203 13.94 3.663e-09 57-103 
BL00203 13.94 4.673e-09 65-1 11 
BL00203 13.94 5.592e-09 70-116 
BL00203 13.94 6.786e-09 55-101 
BL00203 13.94 7.429e-09 40-86 


1329 


BL00264 


Neurohypophysial hormones proteins. 


BL00264 8.98 7.632e-09 94-121 


1329 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE 
E2 PRECURSOR PEPLOMER. 


PD00866L 3.73 7.709e-10 74-84 
PD00866L 3.73 6.902e-09 4-14 
PD00866L 3.73 9.262e-09 1-11 


1329 


DM00864 


EGF-L1KE DOMAIN. 


DM00864A 15.21 9.486e-09 9-30 


1329 


BL00243 


Integrins beta chain cysteine-rich 
domain proteins. 


BL00243I 31.77 2.000e-ll 57-100 
BL00243I31.77 5.897e-10 69-112 
BL002431 31.77 1.254e-09 60-103 
BL00243I 31.77 7.465e-09 8-51 
BL00243I 31.77 1.000e-08 16-59 


1330 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 2.957e-10 175- 
226 


1330 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 3.278e-09 70-90 
DM01206B 10.69 4.418e-09 105- 
125 


1330 


PF01140 


Matrix protein (MA), pl5. 


PF01140D 15.54 5.291e-09 125- 
160 


1330 


PF00992 


Troponin. 


PF00992A 16.67 5.026e-09 183- 
218 PF00992A 16.67 8.934e-09 
191-226 


1330 


BL00048 


Protamine PI proteins. 


BL00048 6.39 7.107e-16 64-91 
BL00048 6.39 9.196e-16 63-90 
BL00048 6.39 1.132e-12 62-89 
BL00048 6.39 2.059e-12 66-93 
BL00048 6.39 3.250e-12 65-92 
BL00048 6.39 7.618e-12 92-119 
BL00048 6.39 2.625e-ll 60-87 
BL00048 6.39 6.500e-ll 113-140 
BL00048 6.39 6.750e-ll 78-105 
BL00048 6.39 6.875e-ll 104-131 
BL00048 6.39 7.125e-ll 112-139 
BL00048 6.39 8.625e-ll 74-101 
BL00048 6.39 2.539e-10 108-135 
BL00048 6.39 4.434e-10 61-88 
BL00048 6.39 5.855e-10 110-137 
BL00048 6.39 6.921e-10 98-125 
BL00048 6.39 7.158e-10 109-136 
BL00048 6.39 7.750e-10 97-124 
BL00048 6.39 8.105e-10 79-106 
BL00048 6.39 8.579e-10 19-46 
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BL00048 6.39 8.934e-10 94-121 
BL00048 6.39 9.526e-10 103-130 
BL00048 6.39 1.675e-09 101-128 
BL00048 6.39 1.900e-09 73-100 
BL00048 6.39 3.250e-09 81-108 
BL00048 6.39 3.475e-09 111-138 
BL00048 6.39 3.700e-09 82-109 
BL00048 6.39 3.700e-09 96-123 
BL00048 6.39 4.263e-09 99-126 
BL00048 6.39 5.163e-09 107-134 
BL00048 6.39 5.275e-09 67-94 
BL00048 6.39 5.275e-09 80-107 
BL00048 6.39 5.388e-09 49-76 
BL00048 6.39 6.738e-09 116-143 
BL00048 6.39 8.650e-09 52-79 
BL00048 6.39 8.763e-09 18-45 
BL00048 6.39 9.100e-09 21-48 
BL00048 6.39 9.550e-09 76-103 
BL00048 6.39 9.550e-09 100-127 
BL00048 6.39 9.663e-09 102-129 
BL00048 6.39 1.000e-08 77-104 


1331 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 7.750e-09 74-92 


1332 


BL002S0 


Pancreatic trypsin inhibitor (Kunitz) 
family proteins. 


BL00280 24.61 2.154e-28 83-127 


1332 


PR00759 


BASIC PROTEASE (KUNITZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759B 11.26 3.323e-10 101- 
112 PR00759C 14.15 2.125e-09 
111-127 


1333 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 4.162e-34 8-47 


1333 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 273-286 
PD00066 13.92 2.800e-14 301-314 
PD00066 13.92 2.800e-14 329-342 
PD00066 13.92 2.800e-14 357-370 
PD00066 13.92 5.500e-13 245-258 
PD00066 13.92 1.783e-ll 217-230 
PD00066 13.92 8.043e-ll 189-202 


1333 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 6.850e-13 257-274 
BL00028 16.07 2.957e-12 201-218 
BL00028 16.07 4.522e-12 341-358 
BL00028 16.07 5.304e-12 285-302 
BL00028 16.07 1.346e-ll 369-386 
BL00028 16.07 2.038e-ll 229-246 
BL00028 16.07 4.900e-10 313-330 


1333 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 2.286e-13 198- 
212 PR00048A 10.52 2.929e-13 
254-268 PR00048A 10.52 2.929e- 
13 282-296 PR00048A 10.52 
5.500e-13 366-380 PR00048B 6.02 
6.400e-13 354-364 PR00048A 
10.52 8.941e-12 226-240 
PR00048B 6.02 1.000e-ll 326-336 
PR00048B 6.02 5.846e-ll 242-252 
PR00048A 10.52 6.211e-ll 310- 
324 PR00048A 10.52 8.579e-ll 
338-352 PR00048B6.02 9.308e-ll 
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270-280 PR00048B 6.02 7.750e-10 
298-308 PR00048B 6.02 8.3 13e-10 
214-224 


1336 


PR00806 


VINCULIN SIGNATURE 


PR00806B 4.28 8.920e-09 333-347 
PR00806B 4.28 9.640e-09 332-346 


1337 


PR00806 


VINCULIN SIGNATURE 


PR00806B 4.28 8.920e-09 333-347 
PR00806B 4.28 9.640e-09 332-346 


1340 


BL01221 


PMP-22 / EMP / MP20 family proteins. 


BL01221B 13.29 6.745e-09 54-68 


1343 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 8.200e-12 208- 
231 


1348 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 1.947e-10 316-326 


1352 


DM00973 


3 kw RESISTANCE BENOMYL 
YLL028W CYCLOHEXIMIDE. 


DM00973A 21.17 2.306e-13 66- 
103 


1353 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019B 11.36 8.200e-10 190- 
204 PR00019A 11.19 7.667e-09 
193-207 


1356 


PD02327 


GLYCOPROTEIN ANTIGEN 
PRECURSOR IMMUNOGLO. 


PD02327B 19.84 2.091e-09 144- 
166 


1356 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 7.652e-09 291-301 


1357 


PF01130 


CD36 family. 


PF01130D 26.65 1.955e-23 337- 
391 PF01130C 22.91 1.851e-18 
255-305 PF01130B 21.40 1.537b- 
15 200-246 


1359 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 7.480e-10 160- 
183 BL00290B 13.17 2.875e-09 
226-244 


1366 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 6.936e-13 274- 
301 PR00007C 15.60 9.250e-13 
349-371 PR00007B 14.16 9.372e- 
13 301-321 PR00007D9.64 
5.500e-ll 381-392 


1366 


BL01113 


C 1 q domain proteins. 


BL01113B 18.26 1.675e-24 280- 
316 BL01113A 17.99 4.194e-15 
200-227 BL01113D7.47 3.250e-13 
383-393 BL01113A 17.99 3.919e- 
13 191-218 BL01113C 13.18 
9.294e-12 349-369 BL01113A 
17.99 5.500e-ll 185-212 
BL01113A 17.99 6.727e- 11 182- 
209 BL01113A 17.99 8.773e-ll 
203-230 BL01113A 17.99 3.681e- 
10 188-215 BL01113A 17.99 
6.936e-10 176-203 BL01113A 
17.99 7.319e-10 194-221 
BL01113A 17.99 4.635e-09 209- 
236 BL01113A 17.99 5.500e-09 
179-206 


1366 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 3.250e-12 185- 
214 BL00420A 20.42 2.623e-10 
203-232 BL00420A 20.42 2.385e- 
09 191-220 BL00420A 20.42 
6.400e-09 182-211 BL00420A 
20.42 7.646e-09 188-217 
BL00420A 20.42 8.200e-09 173- 
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202 


1366 


PR00524 


CHOLECYSTOKININ TYPE A 
RECEPTOR SIGNATURE 


PR00524F 5.36 1.766e-09 200-214 
PR00524F5.36 8.564e-09 188-202 


1367 


PR00794 


PANCREATIC RIBONUCLEASE 
FAMILY SIGNATURE 


PR00794D 17.96 8.800e-17 94-117 
PR00794A 14.47 6.897e-16 46-66 
PR00794B 16.95 5.655e-14 66-86 


1367 


BL00127 


Pancreatic ribonuclease family proteins. 


BL00127B 26.57 9.357e-29 46-91 
BL00127C 31.49 9.763e-22 82-126 
BL00127A 12.84 8.200e-10 31-41 




BL00067 


3-hydroxyacyl-CoA dehydrogenase 


BL00067A 21.37 9.053e-10 53-84 




BL00677 


D-amino acid oxidases proteins. 


BL00677A 6.96 3.821e-09 55-68 


1368 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982A 18.41 4.000e-09 57-89 


1369 


BL00067 


3-hydroxyacyl-CoA dehydrogenase 


BL00067A 21.37 9.053e-10 53-84 • 


1369 


BL00677 


D-amino acid oxidases proteins. 


BL00677A 6.96 3.821e-09 55-68 


1369 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982A 18.41 4.000e-09 57-89 


1371 


PR00762 


CHLORIDE CHANNEL SIGNATURE 


PR00762C 9.29 5.200e-20 203-223 
PR00762A 14.22 8.364e-19 108- 
126 PR00762D 11.29 9.379e-19 
440-461 PR00762B 12.12 7.750e- 
16 139-159 PR00762E 12.07 
2.286e-15 475-492 PR00762F 
15.12 6.559e-15 493-513 
PR00762G 14.13 1.692e-ll 531- 
546 


1371 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE 
E2 PRECURSOR PEPLOMER. 


PD00866L 3.73 3.951e-09 9-19 


1371 


PD00120 


REPEAT PRECURSOR 
GLYCOPROTEIN EG. 


PD00120A 12.94 4.750e-09 6-19 


1372 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 4.349e-18 100- 
122 


1372 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 2.800e-13 131- 
171 


1372 


PR00642 


EDG1 ORPHAN RECEPTOR 
SIGNATURE 


PR00642D 9.70 5.065e-12 89-104 


1372 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237C 15.69 6.400e-09 145- 
168 


1374 


BL01022 


PTR2 family proton/oligopeptide 
symporters proteins. 


BL01022B 22.19 2.241e-15 74-120 
BL01022A 11.58 2.212e-12 44-63 
BL01022C 16.62 4.919e-10 160- 
184 


1374 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308C3.83 2.169e-09 20-30 


1375 


PR00705 


PAPAIN CYSTEINE PROTEASE (CI) 
FAMILY SIGNATURE 


PR00705A 10.55 4.000e-21 132- 
148 PR00705B 10.22 2.385e-10 
276-287 


1375 


BL00139 


Eukaryotic thiol (cysteine) proteases 
cysteine proteins. 


BL00139D 9.24 1.818e-18 295-312 
BL00139A 10.29 1.000e-14 132- 
142 BL00139C 9.23 2. 800c- 10 
275-285 


1375 


PR00704 


CALPAIN CYSTEINE PROTEASE 
(C2) FAMILY SIGNATURE 


PR00704C 11.88 6.162e-09 132- 
149 


1376 


PR00237 


RHODOPSIN-LIKE GPCR 


PR00237C 15.69 3.333e-12 111- 
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SUPERFAMILY SIGNATURE 


134 PR00237E 13.03 5.667e-ll 
193-217 PR00237F 13.57 1.474e- 
09 397-422 PR00237B 13.50 
4.750e-09 66-88 




BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 9.625e-19 97-137 
BL00237C 13.19 8.846e-09 392- 
419 BL00237B 5.28 9.182e-09 
201-213 


1378 


BL00649 




G-protein coupled receptors family 2 
proteins. 


BL00649C 17.82 5.773e-10 325- 
351 


T378 


PR00249 


SECRETIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00249C 17.08 4.130e-09 327- 
351 




PD01876 


ANTIGEN MELANOMA- 
ASSOCIATED MULTIGBNE 
FAMILY TUM. 


PD01876A 12.01 2.964e-26 1-42 
PD01876C 21.73 2.343e-25 99-152 
PD01876B 14.18 2.500e-12 62-96 


1382 


DM01724 


kw ALLERGEN POLLEN CIM1 HOL- 


DM01724 8.14 3.789e-10 291-311 


1382 


PR00213 


MYELIN P0 PROTEIN SIGNATURE 


PR00213E 5.51 8.969e-09 263-288 


1382 


PD01849 


CHORION CLASS PRECURSOR 
EGGSHELL REPEAT MULTIGEN. 


PD01849C 11.22 9.625e-09 265- 
293 


1388 


BL00170 


Cyclophilin-type peptidyl-prolyl cis- 
trans isomerase signatur. 


BL00170B 20.97 1.000e-40 88-128 
BL00170C 18.49 1.409e-37 135- 
180 BL00170A 17.08 6.850e-22 
58-85 


1388 


PR00153 


CYCLOPHILIN PEPTIDYL-PROLYL 
CIS-TRANS ISOMERASE 
SIGNATURE 


PR00153C 11.01 2.800e-18 136- 
152 PR00153B 11.57 8.500e-17 
93-106 PR00153D 11.99 4.000e-16 
151-164 PR00153A 12.98 4.789e- 
16 64-80 PR00153E9.10 2.980e- 
10 164-180 


1390 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 6.571e-16 147- 
174 BL00237A 27.68 2.976e-l 1 
13-53 BL00237B 5.28 2.421e-10 
102-114 


1390 


PR00529 


GONADOTROPHS RELEASING 
HORMONE RECEPTOR 
SIGNATURE 


PR00529D 23.59 7.380e-13 2-18 
PR00529H 10.07 1.000e-10 176- 
197 PR00529F 5.98 5.138e-10 75- 
90 


1390 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237F 13.57 7.429e-15 152- 
177 PR00237E 13.03 3.250e-14 
94-118 PR00237D 8.94 7.000e-09 
58-80 PR00237G 19.63 8.1 16e-09 
192-219 




PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 9.195e-09 34-73 


1392 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 3.732e-ll 196- 
246 


1393 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237C 15.69 9.333e-12 143- 


1393 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.200e-10 129- 
169 


1393 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245A 18.03 2.429e-12 116- 
138 PR00245B 10.38 7.525e-ll 
216-231 PR00245E 12.40 2.019e- 
10 330-345 PR00245C 7.84 
7.286e-10 277-293 
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1397 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014C 15.44 1.783e-09 585- 
604 PR00014A 8.22 3.045e-09 
747-757 PR00014C 15.44 6.087e- 
09 683-702 


1397 


BL00790 


Receptor tyrosine kinase class V 
proteins. 


BL007901 20.01 1.750e-12 1016- 
1047 BL007901 20.01 6.125e-12 
694-725 BL00790I 20.01 6.679e- 
09 596-627 


1397 


PR00096 


GLUTAMINE 
AMIDOTRANSFERASE 
SUPERFAMILY SIGNATURE 


PR00096B 9.72 9.827e-09 1063- 
1075 


1401 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE 
E2 PRECURSOR PEPLOMER. 


PD00866L 3.73 8.820e-09 51-61 


1402 


PR00250 


FUNGAL PHEROMONE MATING 
FACTOR STE2 GPCR SIGNATURE 


PR00250G 9.58 9.746e-09 21-43 


1404 


PD01652 


RECEPTOR CELL NK 
GLYCOPROTEIN IMMUNOGLOB. 


PD01652A 15.35 6.625e-10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.021e-09 111-163 


1409 


BL00240 


Receptor tyrosine kinase class III 
proteins. 


BL00240B 24.70 8.250e-12 268- 
292 


1409 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 3.842e-10 312-322 


1409 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 421- 
454 PD02870D 15.74 6.266e-09 
182-217 


1409 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A4.31 8. 405e-09 496-509 


1414 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 3.455e-18 46-71 
BL00215B 10.44 8.714e-12 183- 
196 BL00215A 15.82 7.319e-ll 
143-168 


1414 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927E 14.93 6.040e-09 74-96 


1414 


BL00439 


Acyltransferases ChoActase / COT / 
CPT family proteins. 


BL00439A 9.40 8.279e-09 318-335 


1416 


PD01270 


RECEPTOR FC 
IMMUNOGLOBULIN AFFIN. 


PD01270D 24.66 9.286e-12 12-48 


1417 


BL00518 


Zinc finger, C3HC4 type (RING 
finger), proteins. 


BL00518 12.23 2.714e-10 42-51 


1417 


BL01282 


BIR repeat proteins. 


BL01282B 30.49 5.114e-09 23-62 


1418 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604A 9.13 7.035e-29 41-96 
BL00604E 8.32 4.759e-24 201-243 
BL00604C 14.66 8.807e-17 134- 
166 BL00604B9.95 5.154e-16 
104-134 BL00604D 12.28 5.100e- 
14 166-201 


1418 


PR00220 


SYNAPTOPHYSIN/SYNAPTOPOPJN 
FAMILY SIGNATURE 


PR00220A 10.93 1.353e-21 38-61 
PR00220E 3.46 4.150e-18 216-235 
PR00220D 8.32 4.575e-15 149-173 
PR00220C 11.05 5.557e-14 117- 
142 PR00220B 15.48 2.703e-13 
62-88 


1421 


BL01219 


Ammonium transporters proteins. 


BL01219D 1 1.63 2.957e-10 217- 
241 BL01219F 15.24 8.809e-09 
289-314 


1421 


PR00342 


RHESUS BLOOD GROUP PROTEIN 


PR00342G8.18 1.458e-19 220-239 
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SIGNATURE 


PR00342B 11.09 8.657e-13 61-79 
PR00342D 8.46 2.857e-12 128-145 
PR00342H 7.61 6.927e-l 1 250-273 
PR00342C 10.10 4.770e- 10 90-108 
PR00342E 14.49 5.950e-10 151- 
175 PR00342F7.02 1.556e-09 
185-201 PR00342L 7.61 9.600e-09 
352-378 


1423 


PR00794 


PANCREATIC RIBONUCLEASE 
FAMILY SIGNATURE 


PR00794C 17.32 8.07 le- 14 96-1 15 
PR00794B 16.95 6.455e-13 71-91 
PR00794A 14.47 9.538e-13 51-71 
PR00794D 17.96 9.368e-10 117- 
140 


1423 


BL00127 


Pancreatic ribonuclease family proteins. 


BL00127B 26.57 2.895e-23 51-96 
BL00127C 31 .49 3.045e-l 1 105- 
149 BL00127A 12.84 2.161e-09 
36-46 


1426 


PR00830 


ENDOPEPTIDASE LA (LON) 
SERINE PROTEASE (SI 6) 
SIGNATURE 


PR00830A 8.41 1.143e-ll 165-185 






Adenylate kinase proteins. 


BL00113A 12.74 4.462e-09 471- 
488 


1426 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 8.905e-O9 467-489 


1427 


PR00019 


LEUCINE-R1CH REPEAT 
SIGNATURE 


PR00019B 1 1.36 9.500e-l 1 74-88 
PR00019A 1 1.19 5.696e-10 77-91 
PR00019B 11.36 6.400e-l 0 25-39 
PR00019B 11.36 5.320e-09 49-63 


1427 


PR00014 


F1BRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014C 15.44 8.043c-09 382- 
401 


1437 


PD01719 


PRECURSOR GLYCOPROTEIN 
SIGNAL RE. 


PD01719A 12.89 6.850e-15 889- 
917 PD01719A 12.89 6.727e-13 
643-671 PD01719A 12.89 1.913e- 
12 832-860 PD01719A 12.89 
4.261e-12 701-729 


1442 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 1.900e-ll 106- 
120 


1443 


BL00353 


HMG 1/2 proteins. 


BL00353B 11.47 1.643e-32 72-122 


1443 


PR00886 


HIGH MOBILITY GROUP 
(HMG1/HMG2) PROTEIN 
SIGNATURE 


PR00886A 10.08 7.218e-18 37-60 
PR00886B 9.88 1.750e-12 60-81 
PR00886C 1 1 .84 9.01 6e-l 2 1 04- 


1443 


BL00649 


G-protein coupled receptors family 2 
proteins. 


BL00649C 17.82 6.226e-ll 286- 


1443 


PR00249 


SECRETIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00249C 17.08 1.783e-09 288- 
312 PR00249D 13.09 5.143e-09 
327-353 


1446 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 2.373e-09 781-814 




DM0021 5 


PROLINE-R1CH PROTEIN 3. 


DM00215 19.43 8.780e-09 402-435 


1448 


PF00761 


Polyomavirus coat protein. 


PF00761A 12.61 8.925e-09 1-26 


1449 


PR00180 


CELLULAR RET1NALDEHYDE- 
BINDING PROTEIN SIGNATURE 


PR00180B 16.42 7.146e-0° 236- 
261 


1452 


PR00926 


MITOCHONDRIAL CARRIER 
PROTEIN SIGNATURE 


PR00926F 17.75 4.706e-24 132- 
155 PR00926E 1 1 .70 7.000e-19 
89-108 PR00926D 10.53 9.308e-17 
41-60 PR00926F 17.75 9.859e-10 
35-58 
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1452 


BL00215 


Mitochondrial energy transfer proteins. 


BL00215A 15.82 8.235e-10 33-58 
BL00215B 10.44 6.400e-09 79-92 
BL00215B 10.44 8.200e-09 174- 
187 


1452 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927E 14.93 7.652e-22 67-89 
PR00927G 11.07 3.500e-15 178- 
194 PR00927F 11.79 6.21 le-14 
128-145 PR00927D 11.02 4.000e- 
13 26-40 PR00927B 14.66 2.597e- 
12 164-186 PR00927E 14.93 
7.818e-ll 162-184 PR00927A7.98 
9.667e-09 28-41 


1456 


BL00239 


Receptor tyrosine kinase class II 
proteins. 


BL00239B 25.15 1.000e-40 1037- 
1085 BL00239E 17.14 1.000e-40 
1154-1204 BL00239F 28.15 
1.750e-31 1208-1253 BL00239C 
18.75 1.000e-24 1099-1122 
BL00239D 16.81 2.8S4e-15 1124- 
1150 


1456 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107B 13.31 1.900e-14 1182- 
1198 BL00107A 18.39 9.217e-14 
1112-1143 


1456 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 4.316e-23 1183- 
1206 PR00109B 12.27 4.857e-19 
1112-1131 PR00109E 14.41 
5.500e-16 1227-1250 PR00109C 
12.85 4.000e-13 1164-1175 
PR00109A 15.00 8.962e-ll 1066- 
1080 


1456 


BL00790 


Receptor tyrosine kinase class V 
proteins. 


BL00790O7.68 4.532e-18 1161- 
1194 BL00790K 9.30 5.091e-16 
1010-1064 BL00790H 13.42 
1.466e-15 830-856 BL00790M 
8.74 9.203e-12 1103-1125 
BL00790Q 15.61 5.200e-ll 1219- 
1268 BL00790P 12.33 8.057e-10 
1194-1219 


1456 


BL00240 


Receptor tyrosine kinase class III 
proteins. 


BL00240F 17.74 3.875e-26 1153- 
1201 BL00240C 22.58 4.414e-16 
978-1027 BL00240E 11.56 5.061e- 
15 1098-1136 BL00240G 28.45 
8.909e-10 1200-1253 


1456 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014D 12.04 2.350e-09 893- 
908 PR00014B 14.77 7.000e-09 
842-853 


1456 


BL50001 


Src homology 2 (SH2) domain proteins 
profile. 


BL50001B 17.40 9.640e-09 1109- 
1130 


1457 


PF01307 


Plant virus coat protein. 


PF01307A 21.19 3.025e-09 321- 
351 


1462 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 1.643e-33 232- 
264 BL00546B20.il 8.895e-29 
18-62 BL00546A 19.62 7.667e-26 
91-121 BL00546B20.il 7.720e-19 
180-224 BL00546D 10.34 l.OOOe- 
15 273-287 BL00546E 10.23 
4.529e-15 309-330 
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1462 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 7.375e-34 232- 
264 BL00024C 22.98 5.091e-32 
17-66 BL00024B 21.53 3.143e-23 
130-164 BL00024C 22.98 8.732e- 
22 179-228 BL00024E 7.58 
5.500e-15 273-287 BL00024F 
11.30 1.900e-14 309-330 
BL00024A 11.49 9.100e-13 111- 
122 


1462 


BL00142 


Neutral zinc metallopeptidases, zinc- 
binding region proteins. 


BL00142 8.38 1.000e-12 238-249 


1462 


PR00138 


MATRIXTN SIGNATURE 


PR00138D 16.56 6.500e-30 238- 
264 PR00138C 16.41 5.846e-16 
18-47 PR00138A 15.14 7.136e-16 
111-125 PR00138E6.01 7.000e-15 
273-287 PR00138B 15.82 3.824e- 
11 156-172 


1462 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 6.045e-10 233- 
252 ■ 


1475 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354Z 9.06 9.566e-17 216-265 
DM01354Z 9.06 2.534e-15 161-210 


1478 


PR00185 


EUKARYOTIC PORIN SIGNATURE 


PR00185D 16.54 1.136e-ll 111- 
129 


1482 


PR00449 


TRANSFORMING PROTEIN P21 
RAS SIGNATURE 


PR00449E 13.50 4.971e-ll 464- 
487 


1484 


PR00879 


FISH ACETYLCHOLINESTERASE 
SIGNATURE 


PR00879A 6.28 1.000e-08 39-45 


1487 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354Q 9.23 1.000e-40 283- 
338 DM01354T9.48 4.882e-39 
389-432 DM01354R 8.50 8.380e- 
28 338-368 DM01354P9.18 
2.957e-26 249-283 DM01354S 
11.61 1.000e-18 368-389 


1489 


PD02327 


GLYCOPROTEIN ANTIGEN 
PRECURSOR IMMUNOGLO. 


PD02327C 15.47 3.538e-09 60-75 


1491 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354B 14.71 6.426e-14 271- 
299 


1493 


PR00502 


MUTT DOMAIN SIGNATURE 


PR00502B 15.92 4.643e-09 348- 
364 


1494 


PF00997 


Kappa casein. 


PF00997D 9.95 8.306e-09 117-152 


1495 


DM01162 


BARLEY YELLOW DWARF VIRUS 
RNA-DIRECTED RNA 
POLYMERASE. 


DM01162B 11.50 9.743e-09 104- 
113 


1497 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 9.757e-10 79- 
113 


1498 


PR00069 


ALDO-KETO REDUCTASE 
SIGNATURE 


PR00069D 19.36 1.659e-19 260- 
290 


1498 


BL00798 


Aldo/keto reductase family proteins. 


BL00798F 23.30 5.125e-25 314- 
363 BL00798E 20.32 7.462e-24 
256-294 BL00798A 14.97 3.000e- 
10 207-222 


1499 


BL00826 


MARCKS family proteins. 


BL00826B 12.51 2.116e-09 545- 
597 


1499 


BL00970 


Nuclear transition protein 2 proteins. 


BL00970C 14.80 5.538e-09 567- 
605 


1499 


DM00303 


6 LEA 11-MER REPEAT REPEAT. 


DM00303A 13.20 8.327e-09 574- 
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624 


1499 


PD01457 


RIBOSOMAL PROTEIN 40S ZINC- 
FINGER METAL. 


PD01457A 16.51 7.708e-ll 561- 
606 PD01457A 16.51 1.409e-10 
565-610 PD01457A 16.51 5.745e- 
10 559-604 PD01457A 16.51 
2.397e-09 558-603 PD01457A 
16.51 3.483e-09 567-612 
PD01457A 16.51 4.103e-09 560- 
605 PD01457A 16.51 8.060e-09 
563-608 PD01457A 16.51 8.293e- 
09 557-602 PD01457A 16.51 
8.914e-09 562-607 


1499 


BL00348 


p53 tumor antigen proteins. 


BL00348F 23.19 5.571e-09 543- 
586 BL00348F 23.19 6.429e-09 
583-626 BL00348F 23.19 9.286e- 
09 560-603 


1501 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354X 13.86 6.230e-15 3-42 


1502 


BL01210 


Caveolins proteins. 


BL01210A 17.61 9438e-14 132- 
171 


1503 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 9.571e-10 65-80 


1503 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 1.161e-10 53-86 
DM00215 19.43 8.393e-10 52-85 
DM00215 19.43 4.661e-09 47-80 
DM00215 19.43 5.729c-09 46-79 


1506 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354Z 9.06 8.548e-13 66-115 


.1508 


PD01941 


TRANSMEMBRANE 
COTRANSPORTER SYMP. 


PD01941E 15.92 8.714e-23 198- 
245 PD01941F28.52 5.154e-ll 
496-551 


1510 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354N 13.17 1.000e-40 148- 
193 DM01354V 12.97 1.000e-40 
274-321 DM01354V 12.97 6.932e- 
40 218-265 DM01354O8.73 
1.882e-19 199-245 DM01354W 
12.64 2.427e- 13 265-285 
DM01354W 12.64 1.300e-ll 321- 
341 


1511 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 4.913e-19 230-269 


1511 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 4.600e-13 343-360 
BL00028 16.07 6.087e-12 371-388 


1511 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 3.250e-16 340- 
354 PR00048A 10.52 3.348e-10 
368-382 PR00048B6.02 4.938e-10 
384-394 


1511 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 3.077e-10 331-344 
PD00066 13.92 6.700e-09 359-372 


1517 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 8.875e-15 449-466 
BL00028 16.07 6.824e-14 309-326 
BL00028 16.07 7.353e-14 505-522 
BL00028 16.07 2.800e-13 1038- 
1055 BL00028 16.07 8.650e-13 
337-354 BL00028 16.07 1.783e-12 
926-943 BL00028 16.07 4.913e-12 
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982-999 BL00028 16.07 5.304e-12 
898-915 BL00028 16.07 5.304e-12 
1094-1111 BL00028 16.07 8.435e- 
12 421-438 BL00028 16.07 
3.077e-ll 393-410 BL00028 16.07 
3.423e-ll 954-971 BL00028 16.07 
3.769e-ll 365-382 BL00028 16.07 
4.462e-ll 870-887 BL00028 16.07 
5.154e-ll 281-298 BL00028 16.07 
4.000e-10 477-494 BL00028 16.07 
7.000e-10 1010-1027 BL00028 
16.07 7.000e-10 1066-1083 


1517 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


PD01066 19.43 9.400e-30 76-115 
PD01066 19.43 7.525e-15 675-714 
PD01066 19.43 1.943e-09 716-755 


1517 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048A 10.52 5.500e-16 446- 
460 PR00048A 10.52 9.182e-15 
306-320 PR00048A 10.52 9.182e- 
15 1035-1049 PR00048A 10.52 
5.500e-14 502-516 PR00048A 
10.52 7.750e-14 923-937 
PR00048A 10.52 1.643e-13 895- 
909 PR00048A 10.52 4.214e-13 
1091-1105 PR00048A 10.52 
4.857e-13 334-348 PR00048A 
10.52 4.706e-12 362-376 
PR00048B 6.02 5.000e-12 434-444 
PR00048A 10.52 6.294e-12 474- 
488 PR00048A 10.52 9.471e-12 
951-965 PR00048A 10.52 3.842e- 
11 979-993 PR00048A 10.52 
4.789e-ll 418-432 PR00048B 6.02 
9.308e-ll 1023-1033 PR00048B 
6.02 1.563e-10 294-304 PR00048B 
6.02 1.563e-10 883-893 PR00048B 
6.02 2.125e-10 91 1-921 PR00048B 
6.02 2.688e-10 350-360 PR00048B 
6.02 8.313e-10 939-949 PR00048B 
6.02 9.438e-10 490-500 PR00048B 
6.02 1.000e-09 995-1005 
PR00048B 6.02 3.368e-09 462-472 
PR00048A 10.52 3.880e-09 390- 
404 PR00048B 6.02 4.3 16e-09 
1079-1089 PR0004SA 10.52 
4.600e-09 867-881 


1517 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 2.800e-14 325-338 
PD00066 13.92 4.600e-14 437-450 
PD00066 13.92 5.200e-14 998- 
1011 PD00066 13.92 6.400e-14 
493-506 PD00066 13.92 8.800e-14 
942-955 PD00066 13.92 5.500e-13 
1026-1039 PD00066 13.92 6.000e- 
13 970-983 PD00066 13.92 
6.500e-13 297-310 PD00066 13.92 
6.500e-13 886-899 PD00066 13.92 
7.000e-13 465-478 PD00066 13.92 
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7.000e-13 914-927 PD00066 13.92 
9.000e-13 353-366 PD00066 13.92 
9.500e-13 1082-1095 PD00066 
13.92 4.808e-10 409-422 PD00066 
13.92 4.000e-09 381-394 PD00066 
13.92 5.800e-09 1054-1067 


1517 


BL00479 


Phorbol esters / diacyl glycerol binding 
domain proteins. 


BL00479A 19.86 7.319e-09 1025- 
1048 


1518 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 7.158e-13 42-65 
BL00290B 13.17 4.500e-12 98-116 


1519 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354K 9.35 7.706e-28 71-103 
DM01354L 11.73 8.250e-14 103- 
130 


1521 


BL00250 


TGF-beta family proteins. 


BL00250A 21.24 2.500e-31 640- 
676 BL00250B 27.37 2.000e-27 
705-741 


1521 


BL01273 


CoA transferases proteins. 


BL01273C 12.54 1.000e-40 130- 
170 BL01273D 19.11 9.471e-28 
206-250 BL01273B 14.85 9.830e- 
20 81-115 BL0 1273 A 12.56 
2.286e-16 62-75 


1521 


PR00669 


INHTBIN ALPHA CHAIN 
SIGNATURE 


PR00669E 16.28 7.078e-12 640- 
658 


1523 


BL00427 


Disintegrins proteins. 


BL00427 13.93 4.100e-15 455-510 


1523 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 3.700e-18 469- 
489 PR00289B 11.79 3.143e-12 
498-511 


1523 


PR00011 


TYPE III EGF-LIKE SIGNATURE 


PR00011D 14.03 9.870e-09 675- 
694 


1524 


BL00383 


Tyrosine specific protein phosphatases 
proteins. 


BL00383E 10.35 8.683e-12 186- 
197 


1524 


PR00700 


PROTEIN TYROSINE 
PHOSPHATASE SIGNATURE 


PR00700D 12.47 3.100e-09 183- 


1525 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237G 19.63 7.000e-17 35-62 


1525 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 3.500e-14 45-62 


1525 


PR00424 


ADENOSINE RECEPTOR 
SIGNATURE 


PR00424F 8.50 2.688e-12 35-46 


1525 


PR00554 


ADENOSINE A2B RECEPTOR 
SIGNATURE 


PR00554F 8.86 1.750e-16 24-37 
PR00554G 14.18 7.288e-12 69-89 


1528 


BL00018 


EF-hand calcium-binding domain 
proteins. 


BL00018 7.41 9.217e-09 338-351 


1530 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354N 13.17 1.000e-40 36-81 
DM01354O 8.73 1.000e-40 87-133 
DM01354Q9.23 1.000e-40 167- 
222 DM0 1354T 9.48 1.000e-40 
273-316 DM01354V 12.97 l.OOOe- 
40 382-429 DM01354Y 10.69 
1.000e-40 498-538 DM01354X 
13.86 5.219e-39 449-488 
DM01354P 9.18 2.723e-37 133-167 
DM01354R 8.50 7.395e-32 222- 
252 DM01354W 12.64 3.000e-25 
429-449 DM01354S 11.61 9.550e- 
23 252-273 DM01354U 12.24 
| 2.350e-20 362-382 
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1530 


DM00895 


7 kw REVERSE TRANSCRIPTASE 
RNA POLYMERASE. 


DM00895E 15.72 3.889e-ll 149- 
174 


1532 


PR00036 


LACI BACTERIAL REGULATORY 
PROTEIN HTH SIGNATURE 


PR00036B 10.57 1.000e-08 282- 
293 


1533 


BL01160 


Kinesin light chain repeat proteins. 


BL01160D 10.17 7.077e-09 218- 
247 


1533 


PD00126 


PROTEIN REPEAT DOMAIN TPR 
NUCLEA. 


PD00126A 22.53 1.000e-08 485- 
506 


1535 


PR00671 


INHIBIN BETA B CHAIN 
SIGNATURE 


PR00671C 4.18 9.690e-09 44-64 


1538 


BL00107 


Protein kinases ATP-binding region 
proteins. 


BL00107A 18.39 9.217e-14 89-120 
BL00107B 13.31 6.786e-ll 159- 
175 


1538 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 6.766e-09 89-108 


1539 


PR00502 


MUTT DOMAIN SIGNATURE 


PR00502B 15.92 7.000e-09 131- 
147 


1540 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 1.786e-10 813-828 


1541 


DM01418 


352 FIBRILLAR COLLAGEN 
CARBOXYL-TERMINAL. 


DM01418A20.83 1.000e-40 631- 
679 DM01418C 20.48 1.000e-40 
800-842 DM01418B 22.51 4.103e- 
38 729-771 


1541 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 2.180e-10 549- 
578 


1541 


BL01113 


CI q domain proteins. 


BL01113A 17.99 1.957e-10 555- 
582 BL01113A 17.99 2.149e-10 
549-576 BL01113A 17.99 7.319e- 
10 552-579 


1542 


BL00279 


Membrane attack complex components 
/ perforin proteins. 


BL00279E 37.1 1 9.053e-12 901- 
949 


1542 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 8.274e-ll 1016- 
1033 


1542 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 3.836e-10 918- 
939 


1542 


DM00864 


EGF-LIKE DOMAIN. 


DM00864B 11.34 6.910e-10 1025- 
1044 


1542 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 4.150e-14 1020- 
1036 BL01187B 12.04 2.575e-09 
927-943 


1542 


BL01177 


Anaphylatoxin domain proteins. 


BL0U77E20.64 7.632e-09 1018- 
1045 


1542 


BL00799 


Granulins proteins. 


BL00799B 11.02 9.679e-09 1011- 
1047 


1542 


PR00010 


TYPE II EGF-LIKE SIGNATURE 


PR00010A 11.79 5.154e-ll 912- 
924 PR00010C 11.16 7.545e-10 
1025-1036 PR00010C 11.16 
9.786e-09 932-943 


1543 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 7.038e-09 79- 
113 


1544 


BL00972 


Ubiquitin carboxyl-terminal hydrolases 
family 2 proteins. 


BL00972A 11.93 6.318e-19 478- 
496 BL00972D 22.55 7.968e-16 
762-787 BL00972B 9.45 1.600e-12 
559-569 


1544 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 8.008e-13 235-250 
PR00049D 0.00 7.375e-12 239-254 
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PR00049D 0.00 5.916e-ll 242-257 
PR00049D 0.00 6.748e-ll 236-251 
PR00049D 0.00 9.395e-l 1 240-255 
PR00049D 0.00 1.286e-10 233-248 
PR00049D 0.00 8.929e-10 241-256 
PR00049D 0.00 2.678e-09 243-258 
PR00049D 0.00 4.051e-09 237-252 
PR00049D 0.00 4.051e-09 238-253 
PR00049D 0.00 4.051e-09 244-259 


1544 


PR00211 


GLUTELIN SIGNATURE 


PR0021 IB 0.86 7.500e-09 238-259 


1544 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 5.339e-10 222-255 
DM00215 19.43 7.268e-10 226-259 
DM00215 19.43 2.525e-09 220-253 
DM00215 19.43 9.695e-09 221-254 


1544 


BL00048 


Protamine PI proteins. 


BL00048 6.39 9.888e-09 259-286 


1546 


PR00416 


EUKARYOTIC DNA 
TOPOISOMERASE I SIGNATURE 


PR00416B 15.58 5.000e-09 389- 
409 


1546 


BL00048 


Protamine PI proteins. 


BL00048 6.39 8.200e-09 510-537 


1546 


PR00138 


MATRIXIN SIGNATURE 


PR00138E 6.01 8.429e-09 146-160 


1546 


BL00024 


Hemopexin domain proteins. 


BL00024E 7.58 8.694e-09 146-160 


1546 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019B 11.36 4.857e-12 317- 
331 PR00019A 11.19 8.333e-09 
133-147 PR00019B 11.36 8.920e- 
09 269-283 


1547 


DM01595 


kw ALLANTOICASE SPAC1F7.09C. 


DM01595B 10.54 2.625e-15 143- 
171 DM01595I8.912.714e-15 
457-475 DM01595D 10.94 3.274e- 
11 456-481 


1549 


PR00192 


F-ACTIN CAPPING PROTEIN BETA 
SUBUNIT SIGNATURE 


PR00192A8.23 1 .474e-27 47-68 


1549 


BL00231 


F-actin capping protein beta subunit 
proteins. 


BL00231A 8.59 1.829e-24 47-93 


1551 


BL00708 


Prolyl endopeptidase family serine 
proteins. 


BL00708B 24.91 7.197e-12 439- 
470 


1551 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N- 
terminal region. 


PF009301 15.96 6.373e-17 481-509 
PF00930H 20.16 2.482e-13 402- 
445 PF00930J 8.78 1.000e-ll 533- 
554 PF00930G 21.30 9.613e-09 
362-400 


1552 


BL00878 


Orn/DAP/Arg decarboxylases family 2 
pyridoxal-P attachment si. 


BL00878F 19.67 7.23 le-20 171- 
194 BL00878C 17.74 3.676e-ll 
38-58 


1552 


PR00163 


RUBREDOX1N SIGNATURE 


PR00163B 14.45 8.200e-09 143- 
160 


1555 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354V 12.97 1.000e-40 705- 
752 DM01354U 12.24 6.700e-22 
685-705 DM01354T 9.48 8.355e- 
15 596-639 DM01354W 12.64 
9. 122e-13 752-772 


1557 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354N 13.17 1.000e-40 158- 
203 DM01354O8.73 1.000e-40 
209-255 DM01354Q 9.23 l.OOOe- 
40 289-344 DM01354T 9.48 
1.000e-40 398-441 DM01354V 
12.97 1.000e-40 507-554 
DM01354P 9.18 5.213e-37 255-289 
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DM01354R 8.50 6.760e-28 344- 
374 DM01354L 11.73 1.200e-26 
101-128 DM01354S 11.61 7.300e- 
26 377-398 DM01354M 12.50 
6.094e-24 128-158 DM01354U 
12.24 6.700e-22 487-507 
DM01354K9.35 1.228e-17 69-101 
DM01354W 12.64 1.000e-13 554- 
574 


1557 


DM00895 


7 kw REVERSE TRANSCRIPTASE 
RNA POLYMERASE. 


DM00895E 15.72 7.828e-10 271- 
296 


1558 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 194- 


1558 


BL00741 


Guanine-nucleotide dissociation 
stimulators CDC24 family sign. 


BL00741B 14.27 2.962e-09 1104- 
1127 


1558 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 4.814e-09 1318- 
1333 PR00049D0.00 5.729e-09 
259-274 


1558 


PR00554 


ADENOSINE A2B RECEPTOR 
SIGNATURE 


PR00554B 12.52 8.855e-09 917- 
926 


1560 


PF01140 


Matrix protein (MA), pl5. 


PF01140D 15.54 3.700e-10 977- 
1012 


1565 


BL01226 


Hydroxymethylglutaryl-coenzyme A 
synthase proteins. 


BL01226A 13.79 1.000e-40 50-89 
BL01226C 13.51 1.000e-40 127- 
167 BL01226H 17.74 1.000e-40 
478-526 BL01226G 15.76 3.483e- 
32 384-413 BL01226B 13.35 
1.818e-31 95-127 BL01226F9.78 
8.714e-23 345-363 BL01226E 
13.74 7.71 6e-22 304-345 
BL01226D 11.60 5.680e-18 226- 
262 BL01226D 11.60 6.940e-10 
174-210 


1568 


BL00189 


2-oxo acid dehydrogenases 
acvltransferase component lipoyl bi. 


BL00189A 19.58 4.414e-13 103- 
138 


1574 


PR00049 


WILM'S TUMOUR PROTEIN 
SIGNATURE 


PR00049D 0.00 4.661e-09 254-269 


1574 


PR00456 


RIBOSOMAL PROTEIN P2 
SIGNATURE 


PR00456E 3.06 6.241e-09 184-199 


1577 


PR00756 


MEMBRANE ALANYL 
DIPEPTIDASE (Ml) FAMILY 
SIGNATURE 


PR00756B 14.06 2.364e-13 232- 
248 PR00756C 11.60 7.300e-12 
310-321 


1579 


BL00048 


Protamine PI proteins. 


BL00048 6.39 3.605e-10 636-663 
BL00048 6.39 5.500e-10 630-657 
BL00048 6.39 1.225e-09 628-655 
BL00048 6.3 9 4.263e-09 648-675 
BL00048 6.39 5.388e-09 627-654 
BL00048 6.39 8.988e-09 626-653 


1580 


BL00284 


Serpins proteins. 


BL00284C 28 56 5.821e-27 192- 
234 BL00284A 15.64 1.000e-18 
63-87 BL00284D 16.34 1.500e-14 
407-434 BL00284B 17.99 1.273e- 
12 162-183 


1581 


BL01052 


Calponin family repeat proteins. 


BL01052B 15.31 3.308e-ll 110- 
136 


1581 


PR00888 


SMOOTH MUSCLE 


PR00888C 12.27 2.141e-09 110- 



Table 3A 
352 



SEQID 


Database entry 
ID 


Description 


Results* 






PROTEIN/CALPONIN FAMILY 
SIGNATURE 


126 


1582 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019B 11.36 6.500e-ll 140- 
154 PR00019B 11.36 7.750e-10 
92-106 PR00019A 11.19 5.000e-09 
95-109 


1582 


PR00423 


CELL DIVISION PROTEIN FTSZ 
SIGNATURE 


PR00423E 7.36 9.550e-09 505-527 


1587 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 2.500e-10 277-294 


1587 


BL00518 


Zinc finger, C3HC4 type (RING 
finger), proteins. 


BL00518 12.23 8.286e-10 186-195 


1588 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354R8.50 7.750e-29 192- 
222 DM01354S 11.61 7.300e-26 
222-243 


1589 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354U 12.24 5.891e-19 62-82 
DM01354V 12.97 1.175e-09 82- 
129 


1590 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354Z 9.06 5.065e-13 167-216 


1591 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM0l354R8.50l.840e-18 141- 
171 


1591 


BL00300 


SRP54-type proteins GTP-binding 
domain proteins. 


BL00300C 25.57 7.100e-09 648- 
702 


1593 


BL00573 


Pyridine nucleotide- disulphide 
oxidoreductases class-II activ. 


BL00573A 9.65 7.273e-10 750-768 


1593 


PR00411 


PYRIDINE NUCLEOTIDE 
DISULPHIDE REDUCTASE CLASS-I 
SIGNATURE 


PR00411A 15.95 4.569e-09 747- 
770 


1593 


PR00350 


VITAMIN D RECEPTOR 
SIGNATURE 


PR00350E 11.55 5.546e-09 13-33 


1593 


PR00368 


FAD-DEPENDENT PYRIDINE 
NUCLEOTIDE REDUCTASE 
SIGNATURE 


PR00368A 17.76 7.589e-09 747- 
770 


1593 


BL01113 


Clq domain proteins. 


BL01113A 17.99 9.827e-09 484- 
511 


1593 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308C 3.83 8.892e-10 373-383 
PR00308C 3.83 1.701e-09 375-385 
PR00308A 5.90 4.282e-09 752-767 
PR00308A 5.90 6.824e-09 372-387 
PR00308C 3.83 1.000e-08 324-334 


1594 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354X 13.86 6.595e-36 13-52 
DM01354Y 10.69 3.455e-09 62- 
102 


1595 


PR00756 


MEMBRANE ALANYL 
DIPEPTIDASE (Ml) FAMILY 
SIGNATURE 


PR00756D 10.58 7.000e-19 187- 
203 PR00756E 11.91 3.700e-15 
206-219 PR00756C 11.60 4.000e- 
12 151-162 


1595 


BL00142 


Neutral zinc metallopeptidases, zinc- 
binding region proteins. 


BL00142 8.38 2.286e-09 187-198 


1596 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM013541 15.55 1.000e-40 119- 
160 DM01354V 12.97 1.209e-14 
401-448 DM01354H 18.00 5.280e- 
10 79-119 


1600 


BL00484 


Thyroglobulin type-1 repeat proteins 
proteins. 


BL00484C 17.01 3.854e-ll 96-111 
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1601 


PR00342 


RHESUS BLOOD GROUP PROTEIN 
SIGNATURE 


PR00342A9.71 1.000e-23 12-31 


1608 


PD01941 


TRANSMEMBRANE 
COTRANSPORTER SYMP. 


PD01941E 15.92 1.000e-40 135- 
182 PD01941F 28.52 9.229e-17 
254-309 


1609 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354W 12.64 9.375e-16 123- 
143 


1614 


BL00420 


Speract receptor repeat proteins domain 


BL00420B 22.67 5.808e-26 49-104 
BL00420C 11.90 2.500e-10 134- 
145 


1614 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 7.947e-ll 64-76 
PR00258C 9.05 3.204e-10 79-90 
PR00258E 13.33 3.333e-10 133- 
146 PR00258D 14.41 3.286e-09 
110-125 


1616 


BL00326 


Tropomyosins proteins. 


BL00326D 8.76 1.505e-09 377-418 


1616 


PR00261 


LOW DENSITY LIPOPROTEIN 
(LDL) RECEPTOR SIGNATURE 


PR00261D 12.47 3.338e-10 43-65 
PR00261E 11.08 4.575e-10 84-106 
PR00261C 11.37 5.050e-10 43-65 
PR00261F 11.57 5.920e-10 43-65 
PR00261 A 1 1.02 6.769e-10 43-65 
PR00261A 11.02 9.192e-10 84-106 
PR00261D 12.47 2.667e-09 84-106 
PR00261F 11.57 4.304e-09 84-106 
PR00261C 1 1.37 5.500e-09 84-106 
PR00261B 14.12 5.714e-09 84-106 
PR00261B 14.12 6.464e-09 43-65 


1616 


BL01209 


LDL-receptor class A (LDLRA) 
domain proteins. 


BL01209 9.31 6.464e-09 93-106 


1616 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 5.613e-13 306- 
357 BL00412D 16.54 S.821e-12 

301- 352 BL00412D 16.54 1.098e- 
10 307-358 BL00412D 16.54 
9.609e-10 304-355 BL00412D 
16.54 1.184e-09 308-359 
BL00412D 16.54 1.918e-09 309- 
360 BL00412D 16.54 2.745e-09 

302- 353 BL00412D 16.54 5.684e- 
09 299-350 BL00412D 16.54 
8.347e-09 303-354 


1616 


PF01140 


Matrix protein (MA), pl5. 


PF01140D 15.54 8.640e-09 319- 
354 


1616 


BL00422 


Granins proteins. 


BL00422C 16.18 8.085e-10 326- 
354 BL00422C 16.18 8.468e-10 
330-358 BL00422C 16.18 8.851e- 
10 323-351 BL00422C 16.18 
4.529e-09 325-353 BL00422C 
16.18 9.471e-09 318-346 


1618 


PR00681 


RIBOSOMAL PROTEIN SI 
SIGNATURE 


PR00681I 8.81 9.897e-09 412-431 


1619 


BL00134 


Serine proteases, trypsin family, 
histidine proteins. 


BL00134A 11.96 3.813e-15 55-72 


1619 


PR00722 


CHYMOTRYPSIN SERINE 
PROTEASE FAMILY (SI) 
SIGNATURE 


PR00722A 12.27 8.448e-14 56-72 


1619 


BL00021 


Kringle domain proteins. 


BL00021B 13.33 1.763e-13 55-73 
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1619 


PR00839 


V8 SERINE PROTEASE FAMILY 
SIGNATURE 


PR00839B 1 1.20 4.945e-09 55-73 


1620 


BL00125 


Serine/threonine specific protein 
phosphatases proteins. 


BL00125C 19.97 1.000e-40 86-133 
BL00125D 33.11 9.679e-38 154- 
209 


1620 


PR00114 


SERINE/THREONINE 
PHOSPHATASE FAMILY 
SIGNATURE 


PR00114E 17.75 2.500e-27 106- 
134 PR00114D 12.34 9.591e-26 
77-104 PR00114F 17.51 3.400e-17 
170-191 PR00114G 17.20 3.676e- 
17 198-215 


1625 


BL01103 


Aspartate-semialdehyde dehydrogenase 
proteins. 


BL01103F 16.78 3.625e-24 256- 
282 BL01103C 15.07 6.727e-20 
91-113 BL01103B 20.29 5.846e-16 
51-73 BL01103E 11.30 4.115e-14 
238-251 BL01103D7.29 1.000e-09 
155-166 


1626 


PD02410 


SYNTHETASE BETA CHAIN 
LIGASE PHENYLALANYL-TRNA. 


PD02410E 10.29 2.241e-13 83-97 


1628 


BL00044 


Bacterial regulatory proteins, lysR 
family proteins. 


BL00044 19.03 7.188e-l 121-55 


1631 


BL00370 


PEP-utilizing enzymes phosphorylation 
site proteins proteins. 


BL00370C 11.73 9.182e-17 96-110 


1632 


PR00101 


ASPARTATE 

CARBAMOYLTRANSFERASE 
SIGNATURE 


PR00101C 12.35 9.328e-10 410- 
428 


1632 


BL00097 


Aspartate and ornithine 
carbamoyltransferases proteins. 


BL00097C 16.87 1.621e-09 411- 
425 


1634 


BL00530 


Ribonuclease T2 family histidine 
proteins 1. 


BL00530C 11.43 1.000e-17 101- 
113 


1643 


BL00050 


Ribosomal protein L23 proteins. 


BL00050A 23.71 3.659e-18 217- 
250 


1645 


PD01719 


PRECURSOR GLYCOPROTEIN 
SIGNAL RE. 


PD01719A 12.89 5.571e-14 479- 
507 PD01719A 12.89 2.000e-09 
666-694 PD01719A 12.89 4.889e- 
09 606-634 PD01719A 12.89 
8.1 lle-09 419-447 


1647 


BL00564 


Argininosuccinate synthase proteins. 


BL00564D 22.43 2.723e-22 157- 
194 BL00564A 19.93 6.582e-ll 
37-74 


1651 


PR00453 


VON WILLEBRAND FACTOR TYPE 
A DOMAIN SIGNATURE 


PR00453A 12.79 9.719e-13 88-106 
PR00453B 14.65 1.81 8e-12 125- 
140 PR00453C 12.26 3.769e-10 
246-255 


1652 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 9.471e-27 84- 
118 DM0003 1 A 16.80 7.055e-25 
206-254 DM00031A 16.80 5.368e- 
18 20-68 DM00031B 15.41 
8.519e-09 267-301 


1653 


PR00173 


GLUTAMATE-ASPARTATE 
SYMPORTER SIGNATURE 


PR00173F 10.44 8.967e-09 8-28 


1654 


BL01032 


Protein phosphatase 2C proteins. 


BL01032C 6.14 1.000e-10 118-128 


1657 


BL00523 


Sulfatases proteins. 


BL00523A 13.36 2.200e-13 47-64 


1658 


BL00194 


Thioredoxin family proteins. 


BL00194 12.16 4.857e-16 482-495 
BL00194 12.16 3.813e-15 347-360 


1658 


PR00421 


THIOREDOXIN FAMILY 
SIGNATURE 


PR00421B 1 1.40 3.348e-12 489- 
499 PR00421B 11.40 9.379e-ll 
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354-364 PR00421A 10.15 4.000e- 
10 346-355 PR00421A 10.15 
4. 857e-10 481-490 PR00421C 
13.60 5.714e-10 533-545 


1662 


PF00850 


Histone deacetylase family. 


PF00850E 8.88 1.766e-21 1269- 
1295 PF00850F 15.70 1.889e-10 
1307-1340 PF00850G 22.75 
3.724e-10 1346-1388 


1666 


BL00317 


WAP-type 'four-disulfide core' domain 
proteins. 


BL00317B 14.58 7.231e-22 92-114 


1666 


PR00003 


4-DISULPHIDE CORE SIGNATURE 


PR00003C 7.69 6.885e-ll 98-108 
PR00003D 8.10 4.971e-09 108-117 


1666 


BL00313 


Seminal vesicle protein I repeat 
proteins proteins. 


BL00313B 8.87 1.000e-40 31-68 
BL00313C 11.19 1.000e-18 103- 
118 BL00313B8.87 5.337e-17 25- 
62 BL00313B 8.87 7.593e-16 19- 
56 BL00313B 8.87 1.910e-15 43- 
80 BL00313B 8.87 9.413e-14 37- 
74 BL00313B 8.87 4.522e-09 49- 
86 BL00313A 10.60 5.500e-09 1-9 
BL00313C 11.19 9.060e-09 30-45 


1667 


PD01066 


PROTEIN ZINC FINGER ZINC- 
FINGER METAL-BINDING NU. 


dfmm^ IGzT* K 10R-147 


1667 


BL01277 


Ribonuclease PH proteins. 


DT ni 077 A M 10 £ 81 Rr-HQ 64-1(Y? 

\5L\)il! /A I o.oi&c-i/y DH-iuz. 


1672 


DM00372 


CARCINOEMBRYONIC ANTIGEN 
PRECURSOR AMINO-TERMINAL 
DOMAIN. 


DM00372B 20.31 8.920e-15 363- 
408 DM00372B 20.31 3.329e-12 
68-113 


1673 


PF00992 


Troponin. 


PF00992A 16.67 8.859e-10 176- 


1673 


BL00093 


N-4 cytosine-specifk DNA methylases 
proteins. 


BL00093A 9.77 4.329e-09 718-733 


1673 


PR00948 


ELICITIN SIGNATURE 


PR00948B 15.44 5.361e-08 707- 


1673 


PR00558 


ALPHA-2A ADRENERGIC 
RECEPTOR SIGNATURE 


PR00558C 6 54 6 719e-08 429-449 


1676 


BL00962 


Ribosomal protein S2 proteins. 


BL00962B 36 15 6 529e-14 53-107 


1678 


PD00015 


GLYCOPROTEIN PRECURSOR 
CELL SI. 


PD00015A 8.90 6.400e-09 35-43 


1678 


PR00795 


RYANODINE RECEPTOR 
SIGNATURE 


PR00795C6.30 8.252e-09 107-132 


1683 


BL00262 


Insulin family proteins. 


BL00262A 12.48 3.829e-09 30-48 


1684 


BL00061 


Short-chain dehydrogenases/reductases 
family proteins. 


BL00061B 25.79 8.105e-19 133- 


1684 


PR00080 


ALCOHOL DEHYDROGENASE 
SUPERFAMILY SIGNATURE 


PR00080C 17.16 2.125e-10 153- 


1684 


PR00081 


GLUCOSE/RIBITOL 
DEHYDROGENASE FAMILY 
SIGNATURE 


PR00081A 10.53 7.805e-ll 5-23 
PR00081C 15.13 1.771e-09 127- 
144 




BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 6.885e-09 197- 
213 


1686 


BL00107 


Protein kinases ATP-bindmg region 
proteins. 


BL00107A 18.39 7.158e-18 678- 
709 


1686 


PR00653 


ACTIVIN TYPE II RECEPTOR 
SIGNATURE 


PR00653E 15.68 5.114e-16 871- 
891 PR00653D 13.25 7.195e-12 
697-719 


1686 


BL00790 


Receptor tyrosine kinase class V 


BL00790N 13.25 7.505e-09 691- 
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proteins. 


718 


1686 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 8.031e-09 678- 
697 


1687 


BL00649 


G-protein coupled receptors family 2 
proteins. 


BL00649A 24.05 2.333e-22 85-113 


1687 


PR00491 


VASOACTIVE INTESTINAL 
PEPTIDE RECEPTOR SIGNATURE 


PR00491A 11.52 9.509e-10 109- 
121 


1688 


BL50002 


Sic homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 2.500e-18 154- 
173 


1688 


PR00401 


SH2 DOMAIN SIGNATURE 


PR00401A 14.00 5.765e-15 214- 
229 


1688 


BL50001 


Src homology 2 (SH2) domain proteins 
profile. 


BL50001A 10.81 6.250e-ll 154- 
167 


1688 


PR00452 


SH3 DOMAIN SIGNATURE 


PR00452B 11.65 5.765e-14 164- 
180 PR00452A 10.48 8.500e-12 
150-161 PR00452C 10.78 l.OOOe- 
10 181-191 


1688 


PR00499 


NEUTROPHIL CYTOSOL FACTOR 2 
SIGNATURE 


PR00499D 10.18 7.279e-09 152- 
173 


1693 


DM01551 


kw OSTEOINDUCTIVE YOPM 
MEMBRANE OUTER. 


DM01551A 15.63 7.265e-09 559- 
589 


1693 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 2.957e-10 614- 
628 PR00019B 11.36 4.600e-10 
527-541 PR00019B 11.36 1.720e- 
09 611-625 PR00019A 11.19 
3.000e-09 660-674 PR00019A 
11.19 7.667e-09 530-544 


1698 


PR00528 


GLUCOCORTICOID RECEPTOR 
SIGNATURE 


PR00528C 14.75 9.438e-09 210- 
231 


1705 


BL00733 


Ribosomal protein S26e proteins. 


BL00733B 12.04 4.661e-25 165- 
198 


1706 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.500e-ll 412- 
425 


1706 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019B 11.36 7.000e-ll 773- 
787 PR000l9A 11.19 7.000e-09 
776-790 


1706 


PF00791 


Domain present in ZO-1 and Unc5-like 
netrin receptors. 


PF00791B 28.49 6.242e-13 386- 
441 PF00791C 20.98 7.088e-09 
436-475 PF00791B 28.49 7.936e- 
09 455-510 


1706 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.000e-ll 419- 
435 PF00023B 14.20 9.591e-09 
415-425 


1708 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 3.000e-13 251-264 
PD00066 13.92 3.571e-12 223-236 


1708 


PR00498 


NEUTROPHIL CYTOSOL FACTOR 1 
SIGNATURE 


PR00498A 12.01 5.765e-09 353- 
362 


1708 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048B 6.02 1.563e-10 220-230 
PR00048A 10.52 2.565e-10 232- 
246 PR00048A 10.52 5.320e-09 
50-64 PR00048A 10.52 8.200e-09 
204-218 


1708 


BL00028 


Zinc finger, C2H2 type, domain 
proteins. 


BL00028 16.07 5.154e-ll 235-252 
BL00028 16.07 3.400e-10 207-224 
BL00028 16.07 9.743e-09 53-70 


1711 


PF00550 


Phosphopantetheine attachment site 


PF00550C 13.05 7.188e-10 235- 



WO 03/054152 



PCT/US02/39555 



Table 3A 
357 



SEQID 


Database entry 
ID 


Description 


Results* 






proteins. 


252 


1712 


BL00484 


Thyroglobulin type-1 repeat proteins 
proteins. 


BL00484B 9.04 4.400e-12 289-303 


1712 


BL00222 


Insulin-like growth factor binding 
proteins. 


BL00222B 11.09 7.300e-17 65-81 
BL00222A 11.34 9.438e-ll 45-56 


1715 


PF00075 


RNase H. 


PF00075C 11.58 6.786e-13 60-72 


1717 


BL00477 


Alpha-2-macroglobulin family 
thiolester region proteins. 


BL00477G 19.43 3.739e-34 984- 
1016 BL00477A 13.50 6.000e-32 
174-203 BL00477J 19.04 9.625e- 
31 1301-1332 BL00477F 17.34 
1.931e-30 840-870 BL00477L 
23.51 1.964e-30 1498-1531 
BL00477K 17.42 6.400e-24 1443- 
1467 BL00477E 17.53 7.000e-22 
810-831 BL004771 18.76 6.750e- 
20 1088-1115 BL00477C 15.70 
6.667e-17 291-308 BL00477B9.05 
7.207e-15 264-277 BL00477H9.07 
1.333e-14 1057-1069 BL00477D 
12.73 2.059e-14 784-794 


1717 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 9.438e-12 845- 
872 


1718 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 8.594e-35 151- 
199 BL00232B 32.79 5.579e-22 
417-465 BL00232A 27.72 l.OOOe- 
20 57-90 BL00232C 10.65 3.613e- 
14 415-433 BL00232B 32.79 
4.872e-ll 534-582 


1718 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 4.545e-15 415- 
433 PR00205A 14.73 5.600e-09 
183-199 


1718 


BL00422 


Granins proteins. 


BL00422C 16.18 3.647e-09 226- 
254 BL00422C 16.18 9.294e-09 
220-248 


1718 


PF01140 


Matrix protein (MA), pl5. 


PF01140D 15.54 2.256e-09 221- 
256 PF01140D 15.54 3.198e-09 
217-252 PF01 140D 15.54 9.791e- 
09 220-255 


1722 


BL00086 


Cytochrome P450 cysteine heme-iron 
ligand proteins. 


BL00086 20.87 8.714e-20 469-501 


1722 


PR00463 


E-CLASS P450 GROUP I 
SIGNATURE 


PR00463H 12.41 5.821e-10 469- 
480 


1722 


PR00408 


MITOCHONDRIAL P450 
SIGNATURE 


PR00408F 11.33 6.000e-10 388- 
407 


1722 


PR00464 


E-CLASS P450 GROUP II 
SIGNATURE 


PR004641 14.64 1.771e-13 479-503 
PR00464E 18.28 9.617e-ll 389- 
410 PR00464C 18.84 1.000e-10 
330-359 PR00464H 13.32 3.596e- 
09 466-480 


1722 


PR00465 


E-CLASS P450 GROUP IV 
SIGNATURE 


PR00465C 21.23 5.125e-25 332- 
359 PR00465H 17.76 5.500e-22 
479-498 PR00465G 13.06 1.281e- 
17 463-480 PR00465D 14.64 
2.607e-17 390-407 PR00465F 
13.37 6.000e-15 439-458 
PR00465E 15.03 9.217e-15 423- 
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438 PR00465B 16.84 4.908e-09 
113-137 


1722 


PR00385 


P450 SUPERFAMILY SIGNATURE 


PR00385D 13.11 1.667e-09 470- 
480 PR00385C 16.94 4.682e-09 
395-407 PR00385A 14.97 5.865e- 
09 341-359 PR00385E 12.66 
7.000e-09 479-491 


1725 


DM00179 


w KINASE ALPHA ADHESION T- 
CELL. 


DM00179 13.97 7.158e-10 107-117 


1727 


PR00220 


SYNAPTOPHYSIN/SYNAPTOPORIN 
FAMILY SIGNATURE 


PR00220B 15.48 2.800e-31 47-73 
PR00220C 11.05 9.000e-31 100- 
125 PR00220D 8.32 3.842e-30 
132-156 PR00220A 10.93 1.857e- 
28 23-46 PR00220E 3.46 4.273e- 
24 199-218 


1727 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604A 9.13 1.000e-40 26-81 
BL00604C 14.66 1.000e-40 117- 
149 BL00604D 12.28 1.000e-40 
149-184 BL00604E8.32 1.000e-40 
184-226 BL00604F5.96 1.000e-40 
231-276 BL00604B 9.95 2.895e-37 
87-117 BL00604F5.96 1.122e-09 
263-308 


1727 


PR00761 


BINDIN PRECURSOR SIGNATURE 


PR00761A 5.81 3.662e-09 287-304 


1727 


BL00291 


Prion protein. 


BL00291A 4.49 8.138e-09 236-271 


1728 


BL00795 


Involuerin proteins. 


BL00795C 17.06 6.700e-09 159- 
204 


1729 


PR00747 


GLYCOSYL HYDROLASE FAMILY 
47 SIGNATURE 


PR00747E 15.13 8.269e-18 225- 
243 PR00747H 12.76 5.610e-17 
326-347 PR00747C 12.06 4.797e- 
11 145-164 


1730 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209C 4.56 3.893e-09 77-91 


1731 


PR00244 


NEUROKININ RECEPTOR 
SIGNATURE 


PR00244H 13.12 9.357e-26 294- 
313 PR00244G 11.10 2.286e-15 
268-280 PR00244F 10.47 3.132e- 
15 204-218 PR00244A 10.34 
3.368e-15 29-41 PR00244B 12.45 
1.000e-13 55-65 PR00244D 6.84 
1.964e-13 125-136 PR00244C 
13.44 3.118e-12 108-119 
PR00244E 5.93 8.875e-12 183-193 


1731 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237G 19.63 9.053e-19 275- 
302 PR00237F 13.57 5.800e-18 
234-259 PR00237B 13.50 9.400e- 
17 68-90 PR00237A 11.48 5.765e- 
14 35-60 PR00237D 8.94 2.350e- 
11 133-155 PR00237E 13.03 
1.600e-10 184-208 


1731 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 2.688e-19 229- 
256 BL00237D 11.23 4.429e-13 
285-302 BL00237B 5.28 5.909e-09 
192-204 


1732 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870D 15.74 8.755e-09 223- 
258 


1733 


BL00523 


Sulfatases proteins. 


BL00523A 13.36 8.800e-13 44-61 
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1734 


PR00464 


E-CLASS P450 GROUP II 
SIGNATURE 


PR00464A 20.47 9.719e-13 167- 
188 


1735 


BL00414 


Profilin proteins. 


BL00414D 15.59 5.909e-10 1037- 
1064 


1735 


PR00392 


PROFILIN SIGNATURE 


PR00392C 18.98 5.592e-10 986- 
1007 PR00392D 12.00 7.652e-09 
1008-1023 


1738 


PR00003 


4-DISULPHIDE CORE SIGNATURE 


PR00003C 7.69 9.357e-09 73-83 


1741 


PR00915 


LUTEOVIRUS GROUP 1 COAT 
PROTEIN SIGNATURE 


PR00915G 15.24 6.875e-10 303- 
325 


1745 


PR00837 


ALLERGEN V5/TPX-1 FAMILY 
SIGNATURE 


PR00837C 17.21 6.143e-20 126- 
143 PR00837A 14.77 1.973e-13 
57-76 


1745 


BL01009 


Extracellular proteins SCP/Tpx- 
1/Ag5/PR-1/Sc7 proteins. 


BL01009D 14.19 4.300e-20 127- 
148 BL01009A 13.75 6.586e-13 
57-75 


1745 


PR00838 


VENOM ALLERGEN 5 SIGNATURE 


PR00838G 16.07 2.033e-17 125- 
145 PR00838D 8.73 4.214e-09 57- 
76 


1748 


PR00920 


SPUMAVIRUS ASPARTIC 
PROTEASE (A9) SIGNATURE 


PR00920C 13.24 7.310e-09 212- 
234 


1749 


PR00672 


INHIBIN BETA C CHAIN 
SIGNATURE 


PR00672D 10.52 6.400e-09 96-113 


1749 


PD01572 


PHOTOSYSTEM II REACTION 
CENTRE T PROTEIN PHOTOS. 


PD01572 8.77 6.917e-09 544-574 


1751 


BL00713 


Sodium:dicarboxylate symporter family 
proteins. 


BL00713A 20.35 2.227e-35 314- 
356 BL00713B 13.04 8.000e-22 
375-395 


1751 


PR00173 


GLUTAMATE-ASPARTATE 
SYMPORTER SIGNATURE 


PR00173C 13.89 7.353e-25 327- 
353 PR00173B 9.62 9.053e-13 19- 
40 


1752 


PR00219 


SYNAPTOBREVIN SIGNATURE 


PR00219C 9.04 7.750e-09 1-21 


1753 


PR00379 


INTEIN SIGNATURE 


PR00379A 16.17 9.780e-09 393- 
407 


1757 


PF00783 


Inositol polyphosphate phosphatase, 
catalytic domain proteins homologu. 


PF00783A 11.91 3.400e-14 539- 
549 


1758 


PR00169 


POTASSIUM CHANNEL 
SIGNATURE 


PR00169B 14.43 2.800e-30 239- 
268 PR00169C16.313.109e-ll 
307-331 


1762 


BL00456 


Sodium:solute symporter family 
proteins. 


BL00456A 22.59 1.000e-40 16-71 
BL00456C 24.55 1.000e-40 154- 
209 BL00456B 18.94 7.158e-28 
92-122 BL00456D 6.92 2.862e-09 
450-460 


1763 


DM01253 


BNR MOTIF REPEAT. 


DM01253A 11.72 7.785e-09 454- 
470 


1763 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 2.200e-12 86-100 
PR00019B 11.36 6.400e-10 83-97 
PR00019A 11.19 2.333e-09 278- 
292 PR00019B 11.36 4.960e-09 
275-289 PR00019A 11.19 9.333e- 
09 62-76 


1764 


PD01719 


PRECURSOR GLYCOPROTEIN 
SIGNAL RE. 


PD01719A 12.89 5.714e-14 421- 
449 


1765 


PR00824 


HEPATIC LIPASE SIGNATURE 


PR00824A 7.81 7.214e-22 6-25 


1768 


BL00979 


G-protein coupled receptors family 3 


BL00979A 19.66 1.000e-40 77-125 
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1769 


PF00168 


C2 domain proteins. 


PF00168C 27.49 4.000e-12 410- 
436 


1769 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 5.345e-12 292- 
306 PR00360B 13.61 1.000e-ll 
427-441 PR00360A 14.59 2.895e- 
09 398-411 


1769 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399B 14.27 8.425e-12 385- 
399 PR00399D 14.48 7.796e-09 
328-339 


1771 


BL00312 


Glycophorin A proteins. 


BL00312B 9.22 5.781e-10 717-746 


1771 


BL00446 


RNA polymerases D / 30 to 40 Kd 
subunits proteins. 


BL00446C 18.90 9.087e-09 1326- 
1353 


1771 


PR00122 


VACUOLAR ATP SYNTHASE 16 KD 
SUBUNIT SIGNATURE 


PR00122D 9.97 9.330e-09 716-740 


1771 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 5.745e-10 225- 
243 PR00205B 11.39 4.966e-09 
333-351 PR00205Bll.39 9.390e- 
09 441-459 


1771 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.308e-18 227- 
275 BL00232B 32.79 9.206e-17 
443-491 BL00232B 32.79 3.407e- 
11 118-166 BL00232C 10.65 
4. 115e-10 225-243 BL00232C 
10.65 4.462e- 10 546-564 
BL00232C 10.65 7.404e-10 333- 
351 BL00232C 10.65 9.842e-09 
441-459 


1773 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354Z9.06 1.000e-16 102-151 


1774 


PR00259 


TRANSMEMBRANE FOUR FAMILY 
SIGNATURE 


PR00259C 16.40 5.313e-17 513- 
542 PR00259B 14.81 4.000e-14 
486-513 PR00259D 13.50 2.340e- 
13 676-703 


1774 


BL00421 


Transmembrane 4 family proteins. 


BL00421B 17.62 1.000e-27 492- 
531 BL00421E 20.97 6.21 le-13 
673-703 


1775 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245C7.84 8.258e-17 319-335 
PR00245A 18.03 9.265e-16 52-74 
PR00245B 10.38 6.143e-14 258- 
273 


1775 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 5.974e-12 83-123 
BL00237A 27.68 5.974e-12 171- 
211 


1775 


PR00534 


MELANOCORTIN RECEPTOR 
FAMILY SIGNATURE 


PR00534A 11.49 6.123e-10 44-57 


1775 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237E 13.03 9.333e-ll 280- 
304 PR00237A 11.48 5.935e-09 
19-44 


1778 


BL00417 


Synaptobrevin proteins. 


BL00417B 18.48 2.414e-19 141- 
195 BL00417A 7.74 6.704e-13 
113-141 


1778 


PR00219 


SYNAPTOBREVTN SIGNATURE 


PR00219A 8.98 9.156e-13 118-138 


1780 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 2.385e-15 255- 
273 BL00290A 20.89 1.529e-14 
34-57 BL00290A 20.89 6.684e-13 
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198-221 


1782 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 2.385e-17 558- 
590 


1782 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 5.622e-09 448-470 


1782 


PR00671 


INHIBIN BETA B CHAIN 
SIGNATURE 


PR00671B 4.29 9.408e-09 396-416 


1782 


PR00300 


ATP-DEPENDENT CLP PROTEASE 
ATP-BINDING SUBUNIT 
SIGNATURE 


PR00300A 9.56 9.649e-09 451-470 


1783 


PR00176 


SODIUM/NEUROTRANSMITTER 
SYMPORTER SIGNATURE 


PR00176C 10.84 8.615e-25 283- 
310 PR00176A 16.82 5.909e-24 
211-233 PR00176B7.31 4.600e-23 
240-260 PR00176D9.02 6.143e-21 
412-430 PR00176F 10.73 1.333e- 
20 548-568 PR00176E 11.41 
2.227e-20 494-515 PR00176G 
12.48 5.034e-17 630-651 
PR00176H 15.27 7.429e-17 670- 
691 


1783 


BL00610 


Sodium:neurotransmitter symporter 
family proteins. 


BL00610A 17.73 1.000e-40 211- 
261 BL00610B 23.65 1.000e-40 
274-324 BL00610D 20.97 l.OOOe- 
40 451-504 BL00610F 29.02 
1.000e-40 641-696 BL00610E 
20.34 9.100e-37 544-587 
BL00610G 12.89 6.087e-22 700- 
723 BL00610C 12.94 4.282e-15 
385-437 


1784 


BL00243 


Integrins beta chain cysteine-rieh 
domain proteins. 


BL002431 31.77 7.592e-09 799-842 


1785 


BL00349 


CTF/NF-I proteins. 


BL00349A 10.07 1.000e-40 649- 
695 BL00349C9.33 1.000e-40 
723-766 BL00349E 10.79 9.833e- 
36 793-836 BL00349B 10.51 

I. 205e-34 695-723 BL00349D 

II. 70 1.000e-33 766-793 


1786 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 9.100e-ll 243- 
257 PR00019B 11.36 9.1 00e-10 
431-445 PR00019A 11.19 2.000e- 
09 434-448 PR00019A 11.19 
4.667e-09 482-496 PR00019B 
11.36 6.040e-09 643-657 
PR00019B 11.36 6.400e-09 597- 
611 PR00019B 11.36 9.640e-09 
479-493 


1789 


PR00702 


ACRIFLAVIN RESISTANCE 
PROTEIN FAMILY SIGNATURE 


PR00702G 9.63 4.214e-22 74-98 
PR00702F 12.14 1.474e-19 49-73 
PR00702H 12.94 7.955e-17 153- 
171 PR007021 17.85 7.857e-16 
216-231 


1790 


DM00914 


BINDING-PROTEIN-DEPENDENT 
TRANSPORT SYSTEMS INNER 
MEMBRANE. 


DM00914C 21.08 8.457e-35 121- 
168 DM00914B 22.92 5.750e-30 
45-86 


1790 


PR00797 


STREPTOPAIN (CIO) CYSTEINE 
PROTEASE FAMILY SIGNATURE 


PR00797F 12.40 9.804e-09 41-63 


1791 


BL00942 


glpT family of transporters proteins. 


BL00942E 21.14 9.700e-40 104- 



WO 03/054152 PCT/US02/39555 



Table 3A 
362 



SEQID 


Database entry 
ID 


Description 


Results* 








145 BL00942D 18.76 1.273e-31 
55-92 BL00942C 14.04 2.688e-21 
13-33 BL00942F 15.07 7.632e-21 
162-180 


1792 


BL00523 


Sulfatases proteins. 


BL00523C 12.64 5.800e-12 593- 
604 


1796 


PR00019 


LEUCINE-RICH REPEAT 
SIGNATURE 


PR00019A 11.19 7.261e-10 315- 
329 PR00019B 11.36 4.600e-09 
312-326 


1798 


PR00303 


PREPROTEIN TRANSLOCASE 
SECY SUBUNIT SIGNATURE 


PR00303E 14.69 1.429e-22 98-122 
PR00303D 16.15 8.650e-22 72-98 
PR00303C 15.93 9.036e-19 34-58 


1798 


BL00755 


Protein secY proteins. 


BL00755C 14.21 2.500e-18 89-105 


1798 


PR00825 


VESPID VENOM ALLERGEN 
PHOSPHOLIPASE Al SIGNATURE 


PR00825B 14.81 9.738e-09 234- 
255 


1800 


PR00081 


GLUCOSE/RIBITOL 
DEHYDROGENASE FAMILY 
SIGNATURE 


PR00081A 10.53 1.439e-ll 179- 
197 


1800 


PR00669 


INHIBIN ALPHA CHAIN 
SIGNATURE 


PR00669B 8.27 2.976e-09 80-97 


1801 


BL01022 


PTR2 family proton/oligopeptide 
symporters proteins. 


BL01022E 23.51 1.173e-12 474- 
510 BL01022D9.42 3.455e-ll 12- 
25 


1802 


BL01187 


Calcium-binding EGF-like domain 
proteins pattern proteins. 


BL01187B 12.04 2.350e-14 489- 
505 


1802 


PR00792 


PEPSIN (Al) ASPARTIC PROTEASE 
FAMILY SIGNATURE 


PR00792B 12.78 7.750e-14 331- 
345 PR00792C9.10 1.000e-12 
380-392 


1802 


BL00141 


Eukaryotio and viral aspartyl proteases 
proteins. 


BL00141C 9.74 1.000e-ll 336-346 
BL00141D 6.28 3.700e-ll 380-390 


1802 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 8.780e-10 483- 
502 


1804 


PR00165 


ANION EXCHANGER SIGNATURE 


PR00165F 10.39 9.667e-12 32-51 


1804 


BL00219 


Anion exchangers family proteins. 


BL00219L 18.71 1.000e-40 126- 
165 BL00219N 10.66 6.164e-31 
194-238 BL00219M9.98 3.100e- 
17 148-194 BL00219P 19.59 
6.123e-13 247-274 BL00219H 
10.06 4.555e-ll 11-59 BL00219K 
12.73 8.780e-10 84-126 


1805 


BL00972 


Ubiquitin carboxyl-terminal hydrolases 
family 2 proteins. 


BL00972A 11.93 3.118e-16 786- 
804 BL00972D 22.55 1.500e-14 
1281-1306 BL00972E 20.72 
6.850e-13 1308-1330 BL00972B 
9.45 7.923e-10 882-892 


1810 
1810 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 8.531e-13 736- 
786 


DM00973 


3 kw RESISTANCE BENOMYL 
YLL028W CYCLOHEX1MIDE. 


DM00973A 21.17 1.391e-ll 708- 


1813 


PD00066 


PROTEIN ZINC-FINGER METAL- 
BINDI. 


PD00066 13.92 9.308e-15 288-301 


1813 


PR00048 


C2H2-TYPE ZINC FINGER 
SIGNATURE 


PR00048B 6.02 7.188e-10 285-295 
PR00048A 10.52 8.043e-10 269- 
283 PR00048A 10.52 3.880e-09 
297-311 


1813 


BL00028 


Zinc finger, C2H2 type, domain 


BL00028 16.07 1.692e-ll 515-532 
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proteins. 


BL00028 16.07 4.000e-10 487-504 
BL00028 16.07 1.257e-09 773-790 
BL00028 16.07 5.371e-09 272-289 


1813 


PF01059 


NADH-ubiquinone oxidoreductase 
chain 4, amino terminus. 


PF01059A 13.84 6.192e-09 19-53 


1815 


BL00134 


Serine proteases, trypsin family, 
histidine proteins. 


BL00134B 15.99 8.560e-17 316- 
340 BL00134A 11.96 4.214e-16 
53-70 


1815 


BL00495 


Apple domain proteins. 


BL00495M 8.50 5.071e-16 226-261 
BL00495N 11.04 4.438e-15 308- 
343 


1815 


PR00722 


CHYMOTRYPSIN SERINE 
PROTEASE FAMILY (SI) 
SIGNATURE 


PR00722A 12.27 4.414e-14 54-70 
PR00722C 10.87 9.471 e-13 315- 
328 


1815 


BL00021 


Kringle domain proteins. 


BL00021B 13.33 6.580e-16 53-71 
BL00021C 22.21 2.125e-10 235- 
257 


1815 


BL01253 


Type I fibronectin domain proteins. 


BL01253G 11.34 4.316e-12 315- 
329 BL01253E 16.01 9.899e-ll 
224-261 BL01253D4.84 5.920e-09 
53-67 


1815 


PR00839 


V8 SERINE PROTEASE FAMILY 
SIGNATURE 


PR00839B 11.20 6.425e-09 53-71 


1816 


DM01354 


kw TRANSCRIPTASE REVERSE II 
ORF2. 


DM01354H 18.00 5.618e-12 134- 
174 


1817 


BL00859 


GTP cyclohydrolase I proteins. 


BL00859B 13.15 9.057e-09 72-113 


1819 


PR00700 


PROTEIN TYROSINE 
PHOSPHATASE SIGNATURE 


PR00700D 12.47 2.421e-20 1431- 
1450 PR00700C 13.17 5.765e-17 
1390-1408 PR00700F 11.18 
7.429e-12 1478-1489 


1819 


PR00213 


MYELIN P0 PROTEIN SIGNATURE 


PR00213E5.51 1.656e-09 1186- 
1211 


1819 


BL00383 


Tyrosine specific protein phosphatases 
proteins. 


BL00383E 10.35 1.000e-14 1434- 
1445 BL00383D 11.92 1.692e-14 
1394-1407 BL00383A 13.34 
6.850e-14 1280-1295 BL00383F 
15.51 4.240e-13 1472-1488 
BL00383C 10.10 6.625e-10 1318- 
1329 BL00383B 7.61 4.000e-09 
1305-1314 


1819 


PR00014 


FIBRONECTIN TYPE III REPEAT 
SIGNATURE 


PR00014C 15.44 1.450e-10 688- 
707 PR00014C 15.44 6.400e-10 
866-885 PR00014C 15.44 2.565e- 
09 510-529 PR00014C 15.44 
5.696e-09 1056-1075 


1821 


PR00245 


OLFACTORY RECEPTOR 
SIGNATURE 


PR00245C 7.84 4.073e-15 361-377 
PR00245E 12.40 8.286e-12 414- 
429 


1821 


PR00237 


RHODOPSIN-LIKE GPCR 
SUPERFAMILY SIGNATURE 


PR00237G 19.63 5.814e-09 395- 
422 


1822 


PF00242 


DNA polymerase (viral) N-terminal 
domain proteins. 


PF00242F 12.18 8.522e-09 322-344 



* Results include in order: accession number subtype; raw score; p-value; position of signature in 
amino acid sequence 
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912 


IPB001398A 


Macrophage migration inhibitory factor 
family 


23.60 6.73e-29 124-163 


912 


IPB001398B 


Macrophage migration inhibitory factor 
family 


19.16 2.06e-20 164-190 


912 


IPB001398C 


Macrophage migration inhibitory factor 
family 


26.46 6.96e-ll 192-238 


913 


IPB000033A 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


21.82 4.35e-09 514-536 


913 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 4.48e-10 817-827 


913 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 7.10e-10 574-584 


913 


IPB000118B 


Granulin 


7.94 9.20e-09 472-510 


913 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 1.96e-l 1 484-499 


913 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 3.84e-14 696-711 


913 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 3.86e-13 569-584 


913 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 6.54e-17 812-827 


913 


IPB000561 


EGF-like domain 


4.89 3.57e-09 821-829 


913 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 8.02e-10 175-190 


913 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 4.79e- 11 696-707 


913 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 5.20e-12 812-823 


913 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 8.58e-ll 527-538 


913 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 8.71 e-1 0 569-580 


913 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 9.53e-ll 484-495 


913 


IPB002861B 


Reeler domain 


10.50 4.48c-09 124-152 


913 


IPB002861B 


Reeler domain 


10.50 8.98e-09 181-209 


913 


IPB002861C 


Reeler domain 


23.17 6.48e-09 111-165 


913 


IPB003367A 


Thrombospondin type 3 repeat 


11.78 5.13e-09 782-802 


913 


IPB003367A 


Thrombospondin type 3 repeat 


11.78 5. 83e-10 577-597 


913 


1PB003SS6D 


Extracellular domain in nidogen 


13.91 3.49e-09 569-588 


913 


IPB003886D 


Extracellular domain in nidogen 


13.91 4.78e-13 696-715 


913 


IPB003886D 


Extracellular domain in nidogen 


13.91 9.41e-10 812-831 


913 


PR00010C 


Type II EGF-like signature III 


6.98 3.63e-09 574-584 


913 


PROO01OC 


Type II EGF-like signature III 


6.98 8.02e-09 701-711 


913 


PR00010C 


Type II EGF-like signature III 


6.98 9.47e-13 817-827 


913 


PR00907B 


Thrombomodulin signature II 


11.50 9.43e-09 808-824 


913 


PR00907G 


Thrombomodulin signature VII 


10.43 8.09e-10 812-838 


913 


PR00907G 


Thrombomodulin signature VII 


10.43 8.85e-10 696-722 


913 


PR00907G 


Thrombomodulin signature VII 


10.43 9.27e-09 569-595 


913 


PR01303D 


Plasmodium circumsporozoite protein 
signature IV 


10.57 2.00e-09 187-204 


914 


IPB001398A 


Macrophage migration inhibitory factor 


23.60 9.76e-26 2-41 


914 


IPB001398B 


Macrophage migration inhibitory factor 
family 


19.16 6.31e-18 42-68 


914 


IPB001398C 


Macrophage migration inhibitory factor 
family 


26.46 5. 14e-12 70-116 


915 


IPB001398A 


Macrophage migration inhibitory factor 
family 


23.60 3.25e-20 2-41 
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915 


IPB001398B 


Macrophage migration inhibitory factor 
family 


ly. 10 z.uoe-zu J J-o 1 


915 


IPB001398C 


Macrophage migration inhibitory factor 
family 


26 46 7 39e-36 83-129 


916 


IPB000001B 


Kringle 


18.04 8.09e-19 286-310 


916 


IPB000001C 


Kringle 


20 41 2 23e-22 331-351 


916 


IPB000001D 


Kringle 


11 31 3 61e-17 469-485 


916 


IPB000001E 


Kringle 


16 02 8 58e-13 544-557 


916 


IPB000001F 


Kringle 


10.14 7.65e-l 1 567-577 


916 


IPB000001G 


Kringle 


Zy.Zy Z.oUe-10 joo-010 


916 


IPB000001H 


Kringle . _ 


12 24 3 45e-13 628-638 


916 


IPB000177M 


Apple domain 


9 18 4 82e-10 545-579 


916 


IPB000177N 


Apple domain 


10 17 3 25e-20 618-652 


916 


IPB000177O 


Apple domain 


14 39 6 13e-17 653-681 


916 


IPB000561 


EGF-like domain 


A QO /l 01p f\Q 16.1 97^ 

4.i$y 4./ie-uy zo/-z/j 


916 


IPB000562 


Type II fibronectin collagen-binding 
domain 


10.39 9.05e-20 132-148 


916 


IPB001254A 


Serine proteases, trypsin family 


9 98 6 09e-14 469-485 


916 


IPB001254B 


Serine proteases, trypsin family 


15 01 3 50e-17 626-649 


916 


IPB001254C 


Serine proteases, trypsin family 


16 54 1 00e-18 656-675 


916 


IPB001774D 


Delta serrate ligand 


19 23 5 82e-09 152-198 


916 


IPB001881A 


Calcium-binding EGF-like domain 


8 72 1 00e-08 245-254 


916 


IPB001881A 


Calcium-binding EGF-like domain 


8 72 8 20e-09 164-173 


916 


PR00010A 


Type II EGF-like signature I 


12 91 6 54e-10 160-171 


916 


PR00011B 


Type III EGF-like signature II 


13 08 6 42e-09 179-197 


916 


PR00011B 


Type III EGF-like signature 11 


13 08 9 38e-09 260-278 


916 


PR00013A 


Fibronectin type II repeat signature I 


12.70 4.60e-10 105-114 


916 


PR00013B 


Fibronectin type II repeat signature II 


11 TCsOno 1 (1 1 1 £ 199 
1 1. /b D.ZDC-IU 1 10-1ZO 


916 


PR00013C 


Fibronectin type II repeat signature III 


12.27 9.47e-19 132-147 


916 


PR00018A 


Kringle domain signature I 


12.23 8.84e-12 286-301 


916 


PR00018B 


Kringle domain signature II 


16.62 1.75e-09 302-314 


916 


PR00018C 


Kringle domain signature III 


16.77 7.00e-21 331-351 


916 


PR00018D 


Kringle domain signature IV 


12.83 9.04e-10 356-367 


916 


PR00722A 


Chymotrypsin serine protease family (SI) 
signature I 


12.06 9.36e-14 470-485 


916 


PR00722C 


Chymotrypsin serine protease family (SI) 
signature III 




916 


PR01236A 


Tumour necrosis factor beta (lymphotoxin- 
alpha) signature I 


4 92 8 22e-09 22-38 


917 


IPB000034A 


Laminin B 


22 21 3.69e-10 419-454 


917 


IPB000034A 


Laminin B . 


to o 1 t oo^ i ^ i n/i£ 1 ns 1 


917 


IPB000034A 


Laminin B 


T"> 01 Q /10o 10 OQ1 


917 


IPB000034B 


Laminin B 


21 22 8 38e-ll 808-846 


917 


IPB000034B 


Laminin B 


21 22 9 07e-19 443-481 


917 


IPBOO0O34C 


Laminin B 


12 97 1 12e-10 542-560 


917 


IPB000034C 


Laminin B : 


12 97 ^ 29e-09 805-823 




IPB000034C 


Laminin B 


12.97 3. 10e-10 492-510 


917 


IPB000034C 


Laminin B 


12.97 5.09e-09 897-915 


917 


IPB000034C 


Laminin B 


12.97 5.29e-12 1067-1085 


917 


IPB000034C 


Laminin B 


12.97 8.17e-14 955-973 


917 


IPB000034C 


Laminin B 


12.97 8.43e-ll 853-871 


917 


IPB000034C 




12.97 8.62e-12 1114-1132 


917 


IPB001134C 


Netrin, C-terminus 


17.82 9.77e-09 1014-1028 


917 


IPB001774C 


Delta serrate ligand 


18.25 9.27e-09 1105-1147 
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917 


IPB001886A 


, - 

Laminin N-terminal (Domain VI) 


QO O AAo 1 fi 11Q 19£ 

o.di y.44e-iu iiy-izo 


917 


IPB001886B 


Laminin N-terminal (Domain VI) 


15.20 4.81e-24 269-291 


917 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 2.14e-13 377-416 


917 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 6.21e-ll 1009-1048 


917 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 6.55e-12 1067-1106 


917 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 7.04e-ll 955-994 


917 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 8.03e-12 440-479 


917 


IPB001S86C 


Laminin N-terminal (Domain VI) 


24.54 8.41e-32 312-351 


917 


IPB001886C 


Laminin N-terminal (Domain VI) 


24 54 8 81e-09 853-892 


917 


IPB001886D 


Laminin N-terminal (Domain VI) 


10 <1 3 3Q/= 13 8Q3 Q1 1 


917 


IPB001886D 


Laminin N-terminal (Domain VI) 


n ^1 ^ no 3ns 37£ 


917 


IPB001886D 


Laminin N-terminal (Domain VI) 


n 7 oriA i a l nn^ 1 n.93 
iz. j i /.zue-14 ruuj-iuzo 


917 


IPB001886D 


Laminin N-terminal (Domain VI) 


17^10 6,A& 7fl 373 3Q1 


917 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 1.55e-ll 438-454 


917 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 2.20e-12 1065-1081 


917 


IPB001886E 


Laminin N-terminal (Domain VI) 


10 90 3 02e-ll 490-506 


917 


1PB0018S6E 


Laminin N-terminal (Domain VI) 


lu.yu o.uue-iz &j i-oo / 


917 


IPB001886E 


Laminin N-terminal (Domain VI) 




917 


IPB001886E 


Laminin N-terminal (Domain VI) 


10 90 6 33e-ll 1112-1128 


917 


IPB001886E 


Laminin N-terminal (Domain VI) 


1 fl Qfl 7 43a 1 1 31 Ci 39£ 


917 


IPB001886E 


Laminin N-terminal (Domain VI) 


10 90 9 07e-17 803-819 


917 


IPB003884C 


Factor I membrane attack complex 


1 3 flft 3 3^^ f\Q A1 1 *49Q 


917 


IPB003884C 


Factor I membrane attack complex 


1 3 f\f\ 3 C7*> no R33 1 

13. uu j.o /e-uy ojj-oj i 


917 


IPB003888L 


FY-rich domain N-tcrminus 


21.19 8.82e-10 339-385 


917 


PR00011A 


Type 1H EGF-like signature 1 


14.05 2.02e-14 485-503 


917 


PR00011A 


Type III EGF-like signature I 


14.05 2.76e-17 1060-1078 


917 


PR00011A 


Type III EGF-like signature I 


14.05 3.35e-ll 433-451 


917 


PR00011A 


Type III EGF-like signature I 


14.05 4.41e-13 798-816 


917 


PR00011A 


Type III EGF-like signature I 


14.05 4.72e-16 535-553 


917 


PR00011A 


Type III EGF-like signature I 


14.05 7.30e-15 846-864 


917 


PR00011A 


Type lit E< IF-lil - ii\ lature f 


14.05 7.50e-09 305-323 


917 


PR00011A 


Type III EGF-like signature I 


14.05 8.24e-16 1107-1125 


917 


PR00011B 


Type III EGF-like signature II 


13.08 4. 17e-14 485-503 


917 


PR00011B 


Type III EGF-like signature II 


13.08 4.35e-15 1107-1125 


917 


PR00011B 


Type III EGF-like signature II 


13f\Q/1 Q£a 17 BAA 


917 


PR00011B 


Type III EGF-like signature II 


nftOt/lfio 17 70S si £ 


917 


PR00011B 


Type III EGF-like signature 11 


13.08 6.96e-10 433-451 


917 


PR00011B 


Type III EGF-like signature II 


13.08 7.71e-15 535-553 


917 


PR00011B 


Type III EGF-like signature II 


13.08 8.00e-14 1060-1078 


917 


PR00011C 


Type III EGF-like signature III 


-ir 7Q 1 1 AO A« 4S3 

Lj.fy l.lDe-L/y ^fDD-no^ 


917 


PR00011C 


Type III EGF-like signature III 


25.79 6.21e-10 440-468 


917 


PR00011C 


Type III EGF-like signature III 


25.79 9.82e-12 817-845 


917 


PR00011D 


Type III EGF-like signature IV 


12.12 1.00e-16 1107-1125 


917 


PR00011D 


Type III EGF-like signature IV 


12.12 2.62e-14 846-864 


917 


PR00011D 


Type III EGF-like signature IV 


12.12 3.00e-13 535-553 


917 


PR00011D 


Type III EGF-like signature IV 




917 


PR00011D 


Type III EGF-like signature IV 


12.12 5.50e-14 1060-1078 


917 


PR00011D 


Type III EGF-like signature IV 


12.12 623e-l 1 433-451 


917 


PR00011D 


Type III EGF-like signature IV 


12.12 7.98e-12 798-816 


918 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 1.00e-09 304-314 


918 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 1.00e-10 132-142 
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918 


IPB000033B 


Low-density lipoprotein (Idl) receptor, 
YWTD repeat 


7.05 4.19e-10 344-354 


918 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 5.74e-09 384-394 


918 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 7.97e-10 91-101 


918 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 3.12e-15 379-394 


918 


IPB000152 


Aspartic acid and asparagine hydroxylation 


8.86 3.37e-14 299-314 


918 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 3.45e-13 46-61 


918 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 5.76e-15 339-354 


918 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 7.55e-13 127-142 


918 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 8.77e-13 86-101 


918 


IPB000561 


EGF-like domain 


4.89 5.50e-09 55-63 


918 


IPB000859 


CUB domain 


19.99 7.67e-17 721-756 


918 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 1.47e-ll 127-138 


918 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 1.47e-ll 299-310 


918 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 5.00e-14 379-390 


918 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 5.26e-ll 86-97 


918 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 7.00e-13 339-350 


918 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 8.71e-10 46-57 


918 


IPB002557B 


Chitin binding domain 


12.64 3.08e~09 653-666 


918 


IPB003367A 


Thrombospondm type 3 repeat 


11.78 7.62e-14 54-74 


918 


1PB003886D 


Extracellular domain in nidogen 


13.91 1 54e-13 46-65 


918 


IPB003886D 


Extracellular domain in nidogen 


13.91 2.13e-ll 339-358 


918 


IPB003886D 


Extracellular domain in nidogen 


13.91 9.17e-09 379-398 


918 


PR00010C 


Type II EGF-like signature III 


6.98 4.48e-10 132-142 


918 


PR00010C 


Type II EGF-like signature III 


6.98 5.61e-09 304-314 


918 


PR00010C 


Type II EGF-like signature III 


6.98 5.83e-09 384-394 


918 


PR00010C 


Type II EGF-like signature III 


6.98 6.05e-09 51-61 


918 


PR00010C 


Type II EGF-like signature III 


6.98 S.02e-09 91-101 


918 


PR00907B 


Thrombomodulin signature II 


11.50 9.16e-10 215-231 


918 


PR00907G 


Thrombomodulin signature VII 


10.43 6.84e-10 46-72 


918 


PR00907G 


Thrombomodulin signature VII 


10.43 7.5 le-10 379-405 


919 


IPB001415A 


Parathyroid hormone family 


18.60 2.50e-37 80-114 


919 


IPB001415B 


Parathyroid hormone family 


26.47 1.00e-40 133-181 


920 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 5.32e-ll 144-154 


920 ' 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 6.76e-ll 103-113 


920 


1PB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 8.92e-ll 17-27 


920 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 3.05e-13 139-154 


920 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 5.26e-14 12-27 


920 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 9.59e-13 98-113 


920 


IPB000561 


EGF-like domain 


4.89 1.00e-09 252-260 
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920 


DPB000561 


EGF-like domain 


4.89 1.00e-09 67-75 


920 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 1.43e-10 12-23 


920 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 6.57e-10 139-150 


920 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 7.86e-10 98-109 


920 


PR00010C 


Type 11 EGF-like signature III 


6.98 3.63e-09 103-113 


920 


PR00010C 


Type II EGF-like signature III 


6.98 7.59e-09 144-154 


920 


PR00011A 


Type III EGF-like signature I 


14.05 3.50e-09 331-349 


920 


PR00011A 


Type III EGF-like signature I 


14.05 6.09e-14 288-306 


920 


PR00011A 


Type III EGF-like signature I 


14.05 7.90e-12 376-394 


920 


PR00011B 


Type III EGF-like signature II 


13.08 1.00e-13 288-306 


920 


PR00011B 


Type III EGF-like signature II 


13.08 3.36e-12 376-394 


920 


PR00011B 


Type III EGF-like signature II 


13.08 3.59e-09 331-349 


920 


PR00011D 


Type III EGF-like signature IV 


12.12 2.50e-13 376-394 


920 


PR00011D 


Type III EGF-like signature IV 


12.12 2.86e-12 288-306 


920 


PR00011D 


Type III EGF-like signature IV 


12.12 4.05e-ll 331-349 


920 


PR00764F 


Complement C9 signature VI 


15.74 5.10e-09 236-256 


920 


PR00907B 


Thrombomodulin signature II 


11.50 8.32e-10 54-70 


921 


IPB000827A 


Small cytokines (mtercrine/chemokine), C- 
C subfamily 


8.72 5.24e-ll 35-45 


922 


IPB000834A 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (M14) family 


18.14 1.77e-ll 167-188 


922 


IPB000S34B 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (Ml 4) family 


13.51 5. 50e-14 201-215 


922 


IPB000834C 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (M14) family 


17.20 6.66e-12 270-286 


922 


IPB000834D 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (M14) family 


18.95 3.25e-23 297-323 


922 


IPB000834E 


Zim carbo .,> ptidases, carboxypeptidase 
A metalloprotease (M14) family 


9.80 3.33e-13 325-339 


922 


IPB000834F 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (M14) family 


12.40 9. 18e-09 382-394 


922 


IPB000834G 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (M14) family 


14.46 6.00e-15 415-430 


922 


PR00765B 


Carboxypeptidase A metalloprotease (M14) 
family signature II 


14.48 8.04e-15 197-211 


922 


PR00765C 


Carboxypeptidase A metalloprotease (M14) 
family signature III 


10.88 5.5 Oe-09 277-285 


922 


PR00765D 


Carboxypeptidase A metalloprotease (Ml 4) 
family signature IV 


14.06 4.91e-14 330-343 


923 


IPB002181A 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


18.44 7.00e-ll 64-80 


923 


IPB002181B 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


20.16 4.86e-32 93-129 


923 


IPB002181C 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


15.87 6.88e-13 134-146 


923 


IPB002181D 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


29.18 1.23e-18 153-193 


923 


IPB002181E 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


27.75 9.71e-23 205-237 


927 


IPB000774B 


Domain amino terminal to FKBP-type 
peptidyl prolyl isomerase 


11.42 1.29e-12 54-81 


927 
927 


IPB000774C 
IPB001179 


Domain amino terminal to FKBP-type 
peptidyl-prolyl isomerase 
FKBP-type peptidyl-prolyl cis-trans 


10.28 7.46e-19 84-113 
22.74 4.60e-26 80-113 
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isomerase (PPIase) 




932 


IPB001359H 


Synapsin 


22.58 6.66e-10 176-226 


936 


PR00436A 


Interleukin-8 signature I 


15.20 8.23e-09 3-26 


937 


IPB000308B 


14-3-3 proteins 


12.24 2.33e-40 77-116 


937 


IPB000308C 


14-3-3 proteins 


18.31 1.00e-36 143-192 


937 


IPB000308D 


14-3-3 proteins 


12.57 1.69e-35 215-269 


937 


PR00305A 


14-3-3 protein zeta signature I 


9.70 9.18e-33 77-106 


937 


PR00305B 


14-3-3 protein zeta signature II 


11.03 4.52e-22 126-150 


937 


PR00305C 


14-3-3 protein zeta signature III 


9.89 5.50e-28 159-181 


937 


PR00305D 


14-3-3 protein zeta signature IV 


17.40 4.81e-27 194-220 


937 


PR00305F 


14-3-3 protein zeta signature VI 


15.40 1.00e-36 248-277 


938 


IPB002048 


EF-hand family 


7.91 5.24e-10 123-135 


939 


PR01353A 


Glucagon family receptor signature I 


8.87 4.86e-10 5-18 


940 


IPB001875B 


Death effector domain 


13.21 1.00e-08 500-509 


940 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 9.65e-09 182-219 


940 


IPB003530A 


Long hematopoietin receptor, soluble alpha 
chains 


23.64 8.76e-09 339-393 


941 


IPB000483 


Leucine rich repeat C-terminal domain 


11.18 8.11e-14 242-256 


941 


PR00019B 


Leucine-rich repeat signature II 


11.42 8.91e-09 135-148 


941 


PR00364D 


Disease resistance protein signature IV 


14.89 4.60e-09 84-100 


944 


IPB000215A 


Serpins 


13.01 9.31e-15 200-223 


944 


IPB000215B 


Serpins 


9.87 4.79e-12 296-308 


944 


IPB000215C 


Serpins 


13.90 5.18e-ll 323-337 


944 


IPB000215D 


Serpins 


15.35 9.27e-l 1 430-456 


944 


IPB000215E 


Serpins 


15.36 1.00e-15 508-532 


944 


IPB000895A 


Transthyretin precursor 


12.60 4.04e-09 39-58 


944 


PR00743B 


Glycosyl hydrolase family 36 signature II 


14.95 8.83c-09 240-260 




IPB002905C 


methyltransferase 


19.39 5.00e-ll 115-136 


947 


IPB000306 


FYVE Zn-finger, rabphilin/VPS27/FABl 
type 


8.96 3.25e-18 552-564 


947 


IPB001841 


RING finger 


10.69 3.37e-09 559-568 


950 


IPB001304A 


C-type lectin domain 


17.98 5.50e-ll 117-141 


950 


PR00356D 


Type II antifreeze protein signature IV 


12.93 7.41e-09 174-190 


951 


IPB001304A 


C-type lectin domain 


17.98 2.29e-15 202-226 
13.29 6.70e-10 197-209 


951 

951 


PR00356A 
PR00356B 


Type II antifreeze protein signature I 
Type II antifreeze protein signature II 


12.71 4.63e-10 209-226 


953 


IPB001359H 


Synapsin 


22.58 4.43e-10 16-66 


953 


PR00910A 


Luteovirus ORF6 protein signature I 


2.74 3.46e-09 107-119 


954 


PR00901H 


Pheromone B alpha- 1 receptor signature 
VIII 


14.75 4.05e-09 56-66 


955 


PR00436A 


Interleukin-8 signature I 


15.20 4.39e-09 36-59 


956 


IPB003406B 


Core-2/I-Branching enzyme 


11.63 9.31e-37 94-128 


956 


IPB003406C 


Core-2/I-Branching enzyme 


11.36 7.26e-37 145-184 


956 


IPB003406D 


Core-2/I-Branching enzyme 


23.29 1.82e-33 191-230 


956 


IPB003406E 


Core-2/I-Branching enzyme 


22.75 3.87e-29 251-292 


958 


IPB000130 


Neutral zinc metallopeptidases, zinc- 
binding region 


5.86 6.54e-l 1 236-246 


958 


IPB001S18A 


Matrixin 


14.60 7.35e-28 88-117 


958 


IPB001818B 


Matrixin 


26.48 7.75e-39 136-177 


958 


IPB001818C 


Matrixin 


24.38 1.00e-40 180-225 


958 


IPB001818D 


Matrixin 


14.91 5.34e-30 230-261 


958 


IPB001818E 


Matrixin 


8.864.67e-13 269-282 
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958 


IPB001818F 


Matrixin 


11.19 6.85e-22 305-325 


958 


IPB001818G 


Matrixin 


14.71 2.61e-12 342-354 


958 


IPB001818H 


Matrixin 


15.46 2.89e-28 408-434 


958 


IPB002870B 


Reprolysin family propeptide 


11.90 5.22e-10 238-250 


958 


PR00138A 


Matrixin signature I 


12.54 6.79e-16 108-121 


958 


PR00138B 


Matrixin signature II 


14.84 1.56e-17 155-170 


958 


PR00138C 


Matrixin signature HI 


20.07 5.74e-28 178-206 


958 


PR00138D 


Matrixin signature IV 


14.57 7.86e-27 236-261 


958 


PR00138E 


Matrixin signature V 


7.10 4.96e-13 269-282 


958 


PR00480B 


Astacin family signature II 


14.35 4.32e- 11 231-249 


958 


PR00997G 


Fragilysin metallopeptidase (M10C) 
enterotoxin signature VII 


11.64 8.53e-09 242-258 


962 


IPB000953 


Chromo domain 


14.73 2.29e-17 63-81 


962 


IPB003606E 


N-terminal to some SET domains 


9.57 2.89e-12 226-235 


962 


IPB003606G 


N-terminal to some SET domains 


13.63 4.00e- 10 262-290 


962 


PR00504C 


Chromodomain signature III 


12.01 l.97e-1 0 72-84 


965 


IPB001729 


Surfactant associated polypeptide SP-C 
palmitoylation sites 


9.43 9.11e-09 19-52 


967 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 9.18e-09 118-129 


967 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 9.22e-10 229-245 


967 


IPB001133A 


NADH-ubiquinone oxidoreductase chain 4L 


13.73 5.50e-10 89-119 


967 


PR00237A 


Rhodopsin-like GPCR superfamily 
signature I 


9.81 8.31e-09 26-50 


967 


PR00245B 


Olfactory receptor signature II 


13.73 3.57e-09 129-141 


967 


PR00245D 


Olfactory receptor signature IV 


9.34 2.59e-13 183-192 


967 


PR00245E 


Olfactory receptor signature V 


8.96 5.15e-16 230-241 


967 


PR00534A 


Melanocortin receptor family signature 1 


12.77 2.83e-09 51-63 


968 


IPB002328A 


Zinc-containing alcohol dehydrogenase 


20.74 6.65e-09 179-210 


968 


1PB002328B 


Zinc-containing alcohol dehydrogenase 


14.71 9.03e-12 223-248 


968 


IPB002364 


Quinone oxidoreductase/zeta-crystallin 


20.78 6. 67c-12 223-250 


970 


IPB001017A 


Dehydrogenase, El component 


11.25 7.35e-13 126-138 


970 


IPB001017B 


Dehydrogenase, El component 


25.91 2.64e-27 152-184 


970 


IPB001017C 


Dehydrogenase, El component 


15.29 7.00e-22 200-219 


970 


IPB001017D 


Dehydrogenase, El component 


18.59 1.45e-40 256-294 


970 


IPB001017E 


Dehydrogenase, El component 


10.22 3.65e-15 312-325 


970 


IPB001017F 


Dehydrogenase, El component 


17.40 9.3 le-23 340-360 


975 


PR01281D 


Corticotropin releasing factor type 2 
receptor signature IV 


9.32 8.52e-09 388-403 


977 


PR00457A 


Animal haem peroxidase signature I 


15.27 6.79e-12 162-173 


977 


PR00457B 


Animal haem peroxidase signature II 


12.43 1.26e-15 216-231 


977 


PR00457C 


Animal haem peroxidase signature III 


18.81 1.51e-14 366-384 


977 


PR00457D 


Animal haem peroxidase signature IV 


18.35 5.50e-22 384-404 


977 


PR00457E 


Animal haem peroxidase signature V 


19.97 4.91e-26 409-435 


977 


PR00457F 


Animal haem peroxidase signature VI 


14.42 6.05e-10 461-471 


977 


PR00457G 


Animal haem peroxidase signature VII 


14.17 3.25e-18 590-610 


977 


PR00457H 


Animal haem peroxidase signature VIII 


14.82 6.19e-13 684-698 


978 


IPB001271 


Mammalian defensin 


19 97 6 36e-13 95-123 


985 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 8.63e-10 145-160 


985 


IPB002174A 


Furin-like cysteine rich region 


30.51 9.03e-10 26-57 


987 


PR00019B 


Leucine-rich repeat signature II 


11.42 8.33e-10 124-137 


987 


PR00019B 


Leucine-rich repeat signature II 


11.42 8.33e-10 316-329 


988 


IPB000392A 


NifH/frxC family 


9.08 2.98e-ll 107-122 


988 


IPBOO08O8A 


Mrp family 


23.51 8.67e-37 101-145 
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988 


IPB000808B 


Mrp family 


15.70 7.48e-36 191-227 


988 


IPB000808C 


Mrp family 


23.57 8.77e-29 250-285 


988 


IPB000808D 


Mrp family 


28.05 6.40e-24 297-337 


988 


IPB001984C 


ATP-dependent serine proteases, Lon 
fami ' y , 


12.76 9.82e-09 103-139 




IPB003348A 


Anion-transporting ATPase 


20.06 7.75e-15 106-143 


988 


PR00091A 


Nitrogenase component II signature I 


7.814.38e-09 109-122 


988 


PR00094A 


Adenylate kinase signature I 


9.62 9.86e-09 107-120 


988 


PR00364A 


Disease resistance protein signature I 


8.29 7.59e-10 105-120 


989 


IPB001007B 


von Willebrand factor, type C repeat 


10.03 4.79e-09 259-268 


989 


IPB001846B 


von Willebrand factor type D domain 


10.86 1.82e-12 489-503 


989 


IPB002919B 


Trypsin Inhibitor-like cysteine rich domain 


21.14 6.45e-10 321-343 


989 


PR00163B 


Rubredoxin signature II 


15.17 9.25e-09 215-231 


992 


IPB000353B 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


19.16 8.48e-10 133-182 


992 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17.51 1.38e-ll 154-176 


994 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 6.48e-ll 86-123 


994 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 8.04e-ll 267-304 


995 


IPB001283A 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 
1/Sc7 


16.26 6.67e-10 29-48 


995 


IPB001283B 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 
1/Sc7 


13.09 2.33e-12 57-72 


995 


IPB001283E 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 
1/Sc7 


13.34 5.50e-20 127-147 


995 


IPB0012S3F 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 
1/Sc7 


10.49 6.48e-ll 160-170 


995 


IPB003106E 


Ho, k c in \ asso i tied 1, u ie idiki 


13.73 6.90e-09 25-55 


995 


PR00837A 


Allergen V5/Tpx-1 family signature I 


14.69 1.56e-14 57-75 


995 


PR00837C 


Allergen V5/Tpx-1 family signature III 


16.31 5.50e-20 126-142 


995 


PR00837D 


Allergen V5/Tpx-1 family signature IV 


11.13 3.70e-ll 160-173 


995 


PR00838D 


Venom allergen 5 signature IV 


8.59 3.57e-09 57-75 


995 


PR00838G 


Venom allergen 5 signature VII 


15.39 8.60e-18 125-144 


1000 


IPB000353B 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


19.16 3.25e-13 21-70 


1000 


IPB001003B 


MHC Class II, alpha chain, alpha- 1 domain 


14.72 8.38e-ll 29-72 


1000 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17.51 3.63e-ll 42-64 


1000 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 8.31e-17 78-115 


1002 


IPB000306 


FYVE Zn-finger, rabphilin/VPS27/FABl 
type 


8.96 9.74e-09 181-193 


1002 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.60e-16 213-238 


1002 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.38e-18 297-322 




IPB000822 


Zinc finger, C2H2 type 


14.67 2.50e-19 325-350 


1002 


IPB000822 


Zinc finger, C2H2 type 


14.67 7.23e-18 185-210 


1002 


IPB000822 


Zinc finger, C2H2 type 


14.67 7.23e-l 8 241-266 


1002 


IPB000822 


Zinc finger, C2H2 type 


14.67 7.75e-20 269-294 


1002 


IPB001275 


DM DNA binding domain 


19.17 1.85e-10 201-240 


1002 


IPB001275 


DM DNA binding domain 


19.17 4.65e-10 313-352 


1002 


IPB001275 


DM DNA binding domain 


19.17 5.50e-10 257-296 


1002 


IPB001275 


DM DNA binding domain 


19.17 6.24e-12 285-324 
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1002 


IPB001275 


DM DNA binding domain 


19.17 8.66e-10 229-268 


1002 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.00e-09 210-223 


1002 


PR00048A 


C2H2-tvpe zinc finger signature I 


9.94 1.38e-09 182-195 


1002 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.41e-10 350-363 


1002 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.53e-12 238-251 


1002 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.95e-ll 294-307 


1002 


PR00048A 


C2H2-tvpe zinc finger signature I 


9.94 2.50e-09 322-335 


1002 


PR00048A 


C2H2-tvpe zinc finger signature I 


9.94 6.79e-13 266-279 


1002 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.00e-09 198-207 


1002 


PR00048B 


C2H2-type zinc finger signature II 


5.52 5. 50e-10 310-319 


1002 


PR00048B 


C2H2-type zinc finger signature II 


5.52 9.00e-09 338-347 


1002 


PR00048B 


C2H2-type zinc finger signature II 


5.52 9.36e-10 282-291 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.00e-17 467-492 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.50e-20 523-548 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.80e-16 262-287 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.93e-17 439-464 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.27e-21 383-408 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.60e-16 663-688 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.94e-15 635-660 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.09e-21 411-436 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.91e-21 495-520 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.25e-19 327-352 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.25e-20 579-604 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.54e-l 8 355-380 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.79e-17 299-324 


1003 


IPB000S22 


Zinc finger, C2H2 type 


14.67 8.20e-22 607-632 


1003 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.71e-17 551-576 


1003 


IPB001275 


DM DNA binding domain 


19.17 3.69e-12 371-410 


1003 


IPB001275 


DM DNA binding domain 


19.17 4.21e-ll 399-438 


1003 


1PB001275 


DM DNA binding domain 


19.17 4.21e-ll 483-522 


1003 


IPB001275 


DM DNA binding domain 


19.17 4.89e-10 539-578 


1003 


IPB001275 


DM DNA binding domain 


19.17 5.57e-13 595-634 


1003 


IPB001275 


DM DNA binding domain 


19.17 6.35e-10 455-494 


1003 


IPB001275 


DM DNA binding domain 


19.17 7.56e-ll 511-550 


1003 


IPB001275 


DM DNA binding domain 


19.17 8.42e-10 343-382 


1003 


IPB001275 


DM DNA binding domain 


19.17 9.03e-10 651-690 


1003 


IPB001275 


DM DNA binding domain 


19.17 9.09e-09 287-326 


1003 


IPB001275 


DM DNA binding domain 


19.17 9.14e-13 567-606 


1003 


IPB001275 


DM DNA binding domain 


19.17 9.64e-10 315-354 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.00e-08 548-561 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.82e-10 259-272 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.06e-12 464-477 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.93e-13 604-617 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 3.25e-09 324-337 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 4.27e-10 520-533 


1003 


PR00048A 


C2H2-type zinc finger signature I 




1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.15e-14 576-589 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.54e-14 408-421 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.73e-10 436-449 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.23e-14 492-505 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.35e-12 352-365 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8.88e-09 632-645 


1003 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.53e-ll 660-673 
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1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.50e-09 676-685 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.57e-10 508-517 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3. 57e-10 536-545 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.57e-10 620-629 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 4.00e-09 592-601 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 4.86e-10 312-321 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 4.86e-10 396-405 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 6.14e-10 340-349 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.75e-ll 424-433 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 8.00e-09 368-377 


1003 


PR00048B 


C2H2-type zinc finger signature II 


5.52 9.00e-09 564-573 


1007 


IPB001781 


LIM domain 


11.42 1.00e-09 536-546 


1007 


IPB001781 


LIM domain 


11.42 8.11e-12 469-479 


1007 


IPB001781 


LIM domain 


11.42 9.59e-ll 411-421 


1010 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.88e-09 156-181 


1011 


PR00456F 


Ribosomal protein P2 signature VI 


5.70 6.76e-12 76-87 


1016 


IPB002087A 


Anti-proliferative protein 


15.38 5.68e-13 14-28 


1016 


IPB002087B 


Anti-proliferative protein 


19.44 6.88e-20 122-155 


1016 


IPB002087C 


Anti-proliferative protein 


13.79 1.00e-23 180-200 


1016 


PR00310A 


Anti-proliferative protein BTG1 family 
signature I 


10.74 2.45e-28 16-40 


1016 


PR00310B 


Anti-proliferative protein BTG1 family 
signature II 


10.25 6.14e-24 123-152 


1016 


PR00310C 


Anti-proliferative protein BTOl family 
signature III 


12.94 8.41e-36 153-182 


1016 


PR00310D 


Anti-proliferative protein BTG1 family 
signature IV 


9.994.71&-38 183-212 


1016 


PR00310E 


Anti-proliferative protein BTG1 family 
signature V 


14.23 2.06e-24 229-248 


1017 


IPB000306 


FYVE Zn-finger, rabphilin/VPS27/FAB 1 
type 


8.96 9.74e-09 491-503 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.64e-17 41 1-436 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.64e-17 523-548 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.00e-24 383-408 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.25e-20 355-380 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.27e-21 467-492 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.86e-ll 215-240 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.94e-14 271-296 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.50e-09 121-146 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.79e-17 439-464 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.50e-20 327-352 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.62e-18 495-520 


1017 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.71e-10 149-174 


1017 


IPB001275 


DM DNA binding domain 


19.17 5.24e-ll 343-382 


1017 


IPB001275 


DM DNA binding domain 


19.17 5.38e-10 483-522 


1017 


IPB001275 


DM DNA binding domain 


19.17 6.35e-09 315-354 


1017 


IPB001275 


DM DNA binding domain 


19.17 8.06e-09 427-466 


1017 


IPB001275 


DM DNA binding domain 


19.17 8.18e-09 455-494 


1017 


IPB001275 


DM DNA binding domain 


19.17 8.78e-10 511-550 


1017 


IPB001275 


DM DNA binding domain 


19.17 9.61e-ll 371-410 


1017 


IPB001909 


KRAB box 


17.37 2.50e-33 44-78 


1017 


PR00048A 


C2H2-type zinc fmger signature I 


9.94 l.OOe- 13 408-421 


1017 


PR00048A 


C2H2-type zinc fmger signature I 


9.94 5.09e-10 324-337 


1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.24e-12 436-449 
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1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.54e-14 380-393 


1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.73e-10 492-505 


1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.79e-13 464-477 


1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.88e-12 352-365 


1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8. 13e-09 268-281 


1017 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.10e-15 520-533 


1017 


PR00048B 


C2H2-type zinc finger signature 11 


5.52 2.50e-09 340-349 


1017 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.25e-ll 396-405 


1017 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.25e-ll 508-517 


1017 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.00e-ll 368-377 


1017 


PR00048B 


C2H2-type zinc finger signature II 


5.52 9.36e-10 480-489 


1020 


IPB001781 


LIM domain 


11.42 1.69e-10 160-170 


1020 


IPB001781 


LIM domain 


11.42 1.95e-12 219-229 


1020 


IPB001781 


LIM domain 


11.42 5.26e-12 99-109 


1022 


PR01217G 


Proline rich extensin signature VII 


4.02 6.61e-09 130-155 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.00e-16 410-435 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.25e-19 326-351 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.25e-20 214-239 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.77e-18 242-267 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.00e-19 382-407 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.75e-20 270-295 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.94e-14 298-323 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.50e-09 158-183 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.00e-13 186-211 


1024 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.07e-17 354-379 


1024 


IPB001275 


DM DNA binding domain 


19.17 1.68e-09 398-437 


1024 


IPB001275 


DM DNA binding domain 


19.17 3.07e-10 314-353 


1024 
1024 


IPB001275 


DM DNA binding domain 


19.17 5.37e-ll 370-409 


IPB001275 


DM DNA binding domain 


19.17 5.74e-10 258-297 


1024 


IPB001275 


DM DNA binding domain 


19.17 6.10e-12 202-241 


1024 


IPB001275 


DM DNA binding domain 


19.17 8.12e-12 342-381 


1024 


IPB001275 


DM DNA binding domain 


19.17 9.66e-09 230-269 


1024 


IPB001502E 


Endonuclease III 


23.53 7.04e-09 252-279 


1024 


IPB001909 


KRAB box 


17.37 9.00e-33 17-51 


1024 


IPB002867C 


CYsteine-rich domain (C6HC) 


19.46 3.37e-09 323-340 


1024 


IPB002867C 


Cysteine-rich domain (C6HC) 


19.46 9.05e-09 267-284 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.82e-10 211-224 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.90e-15 351-364 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.23e-10 379-392 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.29e-12 323-336 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.43e-13 267-280 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.55e-10 295-308 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8.58e-l 1 407-420 


1024 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8.62e-14 239-252 


1024 


PR00048B 


C2H2-type zinc finger signature II 


5.52 5.50e-10 227-236 


1024 


PR00048B 


C2H2-type zinc finger signature II 


5.52 6.00e-09 423-432 


1024 


PR00048B 


C2H2-type zinc finger signature II 


5.52 8.07e-10 283-292 


1024 


PR00048B 


C2H2-type zinc finger signature II 


5.52 8.07e-10 339-348 


1024 


PR00048B 


C2H2-type zinc finger signature II 


5.52 8.07e-10 395-404 


1025 


PR00966H 


Potyvirus nuclear inclusion A cysteine 
protease (C4) signature VIII 


13.43 9.45e-09 215-234 


1026 


IPB000315A 


B-box zinc finger superfamily 


24.51 4.67e-12 19-42 


1026 


IPB001293A 


TRAF-type zinc finger 


26.83 8.34e-10 10-54 
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1026 


IPB003649A 


B-Box C-terminal domain 


13.56 7. 92e-12 26-39 


1026 


PR00194D 


Tropomyosin signature IV 


9.54 7.21e-10 150-173 


1026 


PR01511F 


Kvl.4 voltage-gated K+ channel signature 
VI 


5.194.54e-09 141-155 


1029 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.13e-10 91-136 


1029 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.23e-09 71-116 


1029 


IPB000118A 


Granulin 


8.25 8.84e-09 141-163 


1029 


IPB000359B 


Cystine-knot domain 


19.26 9.44e-09 181-199 


1029 


IPB000726B 


Glycoside hydrolase family 19 


5.39 2.54e-09 66-76 


1029 


IPB000967E 


Zinc finger NF-X1 type 


21.88 6.54e-09 105-145 


1029 


IPB000967E 


Zinc finger NF-X1 type 


21.88 7.83e-10 183-223 


1029 


IPB000967E 


Zinc finger NF-X1 type 


21.88 9.04e-09 136-176 


1029 


IPB001169K 


Integrin beta, C-terminus 


27.45 6.96e-09 107-149 


1029 


IPB001169K 


Integrin beta, C-terminus 


27.45 7.93e-09 56-98 


1029 


IPB001762A 


Disintegrin 


23.93 6.47e-09 185-225 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.84e-10 102-135 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.08e-13 164-197 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.25e-10 66-99 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3. 25e-10 92-125 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.46e-ll 112-145 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.68e-ll 169-202 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.89e-12 122-155 


1029 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 4.00e-14 159-192 


1029 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 4.39e-09 174-207 


1029 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 4.64e-ll 206-239 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.19e-10 107-140 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.65e-09 91-124 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.04e-14 76-109 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.19e-13 81-114 


1029 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 6.71e-09 8-41 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.88e-15 117-150 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.00e-09 221-254 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.10e-09 67-100 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.48e-09 222-255 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.16e-09 216-249 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.33e-12 196-229 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.38e-13 71-104 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.84e-09 197-230 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.03e-09 86-119 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.28e-10 154-187 


1029 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.32e-09 57-90 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 1.13e-09 70-84 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 2.01e-09 136-150 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 3.15e-10 22-36 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 5.94e-09 215-229 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10 58 6.20e-09 105-119 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.58e-09 163-177 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 7.85e-10 210-224 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 8.23e-09 234-248 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 8.66e-10 95-109 


1029 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.62e-09 121-135 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.10e-14 31-74 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 l.lle-17 69-112 



Table 3B 
376 



SEQ 

ID 

NO: 


Database 
entry ID 


Description 


Results* 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.27e-ll 27-70 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.27e-ll 59-102 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.40 i.jye-u iyy-/4z 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.64e-ll 114-157 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.72e-15 104-147 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.79e- 10 204-247 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.22e-12 100-143 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.35e-09 135-178 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.43e-09 177-220 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.80e-18 115-158 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.16e-19 162-205 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.20e-14 120-163 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.45e-13 94-137 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.79e-15 167-210 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.94e-09 85-128 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.03e-13 26-69 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.42e-13 64-107 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.72e-13 95-138 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.83e-15 84-127 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.00e-14 172-215 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.37e-09 183-226 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.38e-20 209-252 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.50e-12 219-262 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.71e-09 147-190 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.79e-09 70-113 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 6.09e-13 99-142 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 6.33e-10 90-133 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 6.42e-10 32-75 


1029 


1PB002494C 


Keratin, high sulfur B2 protein 


14.46 7.14e-09 142-1 S5 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.16e-13 130-173 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.38e-19 157-200 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.39e-20 79-122 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.15e-09 16-59 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.15e-09 80-123 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.29e-19 110-153 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.36e-ll 109-152 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.41e-12 125-168 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.45e-15 89-132 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.57e-09 189-232 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.86e-15 11-54 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.92e-13 152-195 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.13e-17 21-64 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.16e-21 74-117 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.27e- 11 6-49 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.71e-13 36-79 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


1/1 /1£ O HO A 1 8/1 

14.40 y. / je-uy 4 1-54 


1029 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.80e-14 105-148 


1029 


IPB002919A 


Trypsin Inhibitor-like cysteine rich domain 


15.56 5.71e-09 24-36 


1031 


IPB002130A 


Cyclophilin-type peptidyl-prolyl cis-trans 
isomerase 


13.87 2.17e-15 18-39 


1031 


IPB002130B 


Cyclophilin-type peptidyl-prolyl cis-trans 
isomerase 


21.20 5.85e-39 48-86 


1031 


IPB002130C 


Cyclophilin-type peptidyl-prolyl cis-trans 


16.92 1.00e-40 98-135 
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isomerase 




1031 


PR00153A 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature I 


14.60 2.71e-10 24-39 


1031 


PR00153B 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature II 


12.94 6.29e-17 53-65 


1031 


PR00153C 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature III 


10.79 2.64e-20 96-111 


1031 


PR00153D 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature IV 


10.73 1.47e-15 111-123 
— — 


1031 


PR00153E 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature V 


8.39 1.43e-15 124-139 


1032 


PR00010C 


Type II EGF-like signature III 


6.98 5.17e-09 45-55 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.69e-18 274-299 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.29e-17 102-127 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.29e-17 302-327 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.77e-18 190-215 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.81e-15 414-439 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.75e-19 218-243 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 4.75e-19 442-467 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.50e-15 162-187 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.25e-19 386-41 1 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.25e-20 358-383 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.50e-13 246-271 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.79e-17 330-355 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 7.00e-19 470-495 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 7.23e-18 498-523 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.07e-17 526-551 


1035 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.50e-19 134-159 


1035 


IPB001275 


DM DNA binding domain 


19.17 1.34e-09 206-245 


1035 


IPB001275 


DM DNA binding domain 


19.17 2.70e-10 178-217 


1035 


IPB001275 


DM DNA binding domain 


19.17 3.55e-10 374-413 


1035 


IPB001275 


DM DNA binding domain 


19.17 4.08e-09 346-385 


1035 


IPB001275 


DM DNA binding domain 


19.17 5. 86e-10 458-497 


1035 


IPB001275 


DM DNA binding domain 


19.17 8. 78e-10 318-357 


1035 


IPB001275 


DM DNA binding domain 


19.17 9.15e-10 290-329 


1035 


1PB001275 


DM DNA binding domain 


19.17 9.88e-10 486-525 


1035 


IPB001909 


KRABbox 


17.37 3.86e-28 6-40 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.41e-10 187-200 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.29e-13 299-312 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.42e-ll 131-144 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.64e-10 383-396 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 3.45e-10 41 1-424 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 4.18e-12 495-508 


1035 


PR00048A 


C2H2-tvpe zinc finger signature I 


9.94 4.21e-13 523-536 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.09e-10 551-564 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.14e-13 327-340 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.14e-13 99-112 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.54e-14 215-228 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.54e-14 467-480 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.82e-12 243-256 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.92e-14 355-368 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8.58e-ll 159-172 


1035 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.05e-l 1439-452 


| 1035 


PR00048A 1 C2H2-type zinc finger signature I 


9.94 9.36e-13 271-284 
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1035 


PR00048B 


C2H2-tvpe zinc finger signature II 


5.52 1.00e-08 483-492 


1035 


PR00048B 


C2H2-type zinc finger signature II 


5.52 5.00e-12 115-124 


1035 


PR00048B 


C2H2-tvpe zinc finger signature II 


5.52 5.50e-10 203-212 


1035 


PR00048B 


C2H2-type zinc finger signature II 


5.52 5.50e-10 287-296 


1035 


PR00048B 


C2H2-type zinc finger signature II 


5.52 5.50e-ll 455-464 


1035 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.50e-09 371-380 


1035 


PR00048B 


C2H2-type zinc finger signature II 


5.52 8.00e-09 147-156 


1035 


PR00048B 


C2H2-type zinc finger signature 11 


5.52 8.50e-09 399-408 


1038 


IPB001902A 


Sulfate transporter 


10.29 9.57e-10 310-319 


1038 


IPB001902B 


Sulfate transporter 


21.91 3.43e-31 340-390 


1038 


IPB001902C 


Sulfate transporter 


23.62 6.44e-25 429-480 


1038 


IPB002645B 


STAS domain 


13.24 1.43e-ll 179-193 


1038 


IPB002645B 


ST AS domain 


13.24 1.43e-ll 622-636 


1039 


IPB000626 


Ubiquitin domain 


21.25 7.65e-09 56-110 


1041 


IPB000729A 


PMP-22/EMP/MP20 family 


19.70 9.05e-09 47-68 


1042 


IPB003530A 


Long hematopoietin receptor, soluble alpha 
chains 


23.64 3.01e-09 362-416 


1042 


PR01474F 


Vascular cell adhesion molecule-1 (VCAM- 
1) signature VI 


14.81 9.48e-09 389-402 


1043 


IPB001526A 


Ly-6/u-PAR domain 


13.24 3.65e-13 73-88 


1043 


IPB001526C 


Ly-6/u-PAR domain 


13.04 6.82e-13 142-157 


1043 


IPB003605A 


QS motif preceding kinase domain in TGF 
beta receptor 


13.79 3.93e-09 149-160 


1047 


IPB000353B 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


19.16 5.99e-10 203-252 


1047 


IPB001039A 


Major histocompatibility complex protein, 
Class I 


17.17 1.00e-40 15-68 


1047 


IPB001039B 


Major histocompatibility complex protein, 
Class I 


27.55 1.00e-40 96-147 


1047 


IPB001039C 


Major histocompatibility complex protein, 
Class I 


19.82 1.00e-40 177-230 


1047 


IPB001039D 


Major histocompatibility complex protein, 
Class I 


16.49 4.43e-38 255-309 


1047 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17.51 3. 84e- 15 224-246 
. 


1047 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 6.25e-25 261-298 
— 


1047 


IPB003363E 


Glycoprotein GG/GX 


13.35 2.94e-ll 308-340 


1051 


IPB000729D 


PMP-22/EMP/MP20 family 


18.96 7.30e-10 173-200 


1052 


IPB001526C 


Ly-6/u-PAR domain 


13.04 1.77e-09 46-61 


1054 


PR00258B 


Speract receptor signature II 


7.94 9.50e-16 738-749 


1054 


PR0025SC 


Speract receptor signature III 


9.05 2.32e-10 753-763 


1054 


PR00258D 


Speract receptor signature IV 


14.29 6.63e-09 785-799 


1054 


PR00258E 


Speract receptor signature V 


14.06 8.45e-14 808-820 


1055 


IPB001429A 


ATP P2X receptor 


17.17 1.00e-38 12-50 


1055 


IPB001429B 


ATP P2X receptor 


5.49 2.71e-12 62-71 


1055 


IPB001429C 


ATP P2X receptor 


19.96 5.68e-31 88-118 


1055 


IPB001429D 


ATP P2X receptor 


20.63 2.38e-19 143-164 


1055 


IPB001429E 


ATP P2X receptor 


15.32 1.43e-30 178-205 


1055 


IPB001429F 


ATP P2X receptor 


20.01 5.88e-30 248-277 


1055 


IPB001429G 


ATP P2X receptor 


9.93 2.64e-14 291-300 


1055 


IPB001429H 


ATP P2X receptor 


12.67 7.00e-34 309-335 


1055 


IPB001675B 


Glycosyltransferase family 29 


15.84 9.26e-09 339-361 


1055 


PR01307A 


P2X purinoceptor family signature I 


10.92 2.80e-12 82-90 
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1055 


PR01307B 


P2X purinoceptor family signature II 


10.30 1.00e-15 157-168 


1055 


PR01307C 


P2X purinoceptor family signature III 


10.17 3.77e-15 243-255 


1055 


PR01307D 


P2X purinoceptor family signature IV 


10.26 1.56e-15 290-300 


1055 


PR01307E 


P2X purinoceptor family signature V 


15.20 2.29e-19 310-324 


1055 


PR01311A 


P2X4 purinoceptor signature I 


7.73 8.32e-10 1-8 


1055 


PR01311C 


P2X4 purinoceptor signature III 


9.00 1.90e-12 30-38 


1055 


PROD 1 ID 


P2X4 purinoceptor signature IV 


12.87 1.12e-10 49-55 


1055 


PR01311E 


P2X4 purinoceptor signature V 


6.43 1.00e-09 139-146 


1055 


PR01311F 


P2X4 purinoceptor signature VI 


9.15 1.15e-10 208-216 


1055 


PR01311G 


P2X4 purinoceptor signature VII 


11.74 8.00e-14 280-290 


1055 


PR01311H 


P2X4 purinoceptor signature VIII 


12.12 1.00e-12 303-312 


1055 


PR01311I 


P2X4 purinoceptor signature IX 


5.25 1.00e-ll 359-366 


1059 


PR00854A 


Prostaglandin D receptor signature I 


15.24 9.08e-18 6-20 


1059 


PR00854B 


Prostaglandin D receptor signature II 


7.30 8.15e~21 41-58 


1059 


PR00854C 


Prostaglandin D receptor signature III 


12.92 1.64e-12 93-104 


1059 


PR00854D 


Prostaglandin D receptor signature IV 


9.41 2.50e-18 185-200 


1059 


PR00854E 


Prostaglandin D receptor signature V 


10.50 4.65e-26 236-259 


1059 


PR00854F 


Prostaglandin D receptor signature VI 


12.83 9.68e-ll 321-332 


1059 


PR00854G 


Prostaglandin D receptor signature VII 


10.66 1.78e-18 341-357 


1059 


PR00854H 


Prostaglandin D receptor signature VIII 


14.71 6.20e-17 369-389 


1059 


PR00856E 


Prostacyclin (prostanoid IP) receptor 
signature V 


9.82 1.72e-09 178-194 


1060 


IPB001898A 


Sodium:sulfate symporter family 


13.06 5.30e-21 49-72 


1060 


IPB001898B 


Sodium:sulfate symporter family 


13.18 8.41e-22 88-114 


1060 


IPB001S9SC 


Sodium:sulfate symporter family 


9.97 1.00e-23 132-151 


1060 


IPB001898D 


Sodiurmsulfate symporter family 


12.13 1.00e-21 208-232 


1060 


IPB001898E 


Sodium:sulfate symporter family 


13.97 6.76e-21 248-272 


1060 


IPB001898F 


Sodiurmsulfate symporter family 


18.66 6.04e-20 309-335 


1060 


IPB00189SG 


Sodiurmsulfate symporter family 


16.36 8.36e-24 405-434 


1060 


IPB001898H 


Sodiurmsulfate symporter family 


21.26 1.00e-40 486-534 


1063 


IPB001039A 


Major histocompatibility complex protein, 
Class I 


17.17 8.89e-ll 19-72 


1064 


IPB001171A 


Ergosterol biosynthesis ERG4/ERG24 
enzymes 


11.99 1.55e-10 11-24 


1064 


IPB001171B 


Ergosterol biosynthesis ERG4/ERG24 
enzymes 


14.81 6.88e-15 166-178 


1064 


IPB001171C 


Ergosterol biosynthesis ERG4/ERG24 
enzymes 


26.44 4.75e-33 181-217 


1064 


IPB001171D 


Ergosterol biosynthesis ERG4/ERG24 
enzymes 


20.69 1.00e-40 241-282 


1064 


IPB001171G 


Ergosterol biosynthesis ERG4/ERG24 
enzymes 


25.35 1.00e-40 298-350 


1065 


IPB003388E 


Reticulon 


14.24 6.29e-09 930-972 


1066 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 2.04e-09 264-301 


1067 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 5.20e-12 105-116 


1067 


PR00237C 


Rhodopsin-like GPCR superfamily 
signature III 


14.77 6.73e-ll 91-113 


1067 


PR00237E 


Rhodopsin-like GPCR superfamily 
signature V 


13.03 4.77e-10 175-198 


1067 


PR00245A 


Olfactory receptor signature I 


10.98 3.65e-09 79-90 


1067 


PR00245B 


Olfactory receptor signature II 


13.73 4.60e-09 116-128 


1067 


PR00245D 


Olfactory receptor signature IV 


9.34 1.53e-13 212-221 


1067 


PR00245E 


Olfactory receptor signature V 


8.96 3.30e-10 259-270 
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1067 


PR00534A 


Melanocortin receptor family signature I 


12.77 8.43e-09 38-50 


1069 


IPB000095E 


PAK-box /P2 1-Rho-binding 


17.62 3.52e-l 1410-455 


1069 


IPB000961C 


Protein kinase C-terminal domain 


15.48 9.39e-14 409-443 


1069 


IPB001245A 


Tyrosine kinase catalytic domain 


22.45 6.54e-15 402-442 


1069 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 6.18e-09 467-505 


1069 


IPB003527C 


MAP kinase 


14.70 7.37e-10 394-442 


1069 


IPB003605A 


GS motif preceding kinase domain in TGF 
beta receptor 


13.79 2.00e-13 92-103 


1069 


IPB003605C 


GS motif preceding kinase domain in TGF 
beta receptor 


14.92 1.00e-40 302-349 


1069 


IPB003605D 


GS motif preceding kinase domain in TGF 
beta receptor 


12.41 1.00e-40 398-439 


1069 


IPB003605E 


GS motif preceding kinase domain in TGF 
beta receptor 


21.14 1.64e-40 441-480 


1069 


IPB003605F 


GS motif preceding kinase domain in TGF 
beta receptor 


23.21 1.00e-40 504-557 


1069 


PR00109E 


Tyrosine kinase catalytic domain signature 
V 


12.99 5.58e-09 549-571 


1070 


IPB000729C 


PMP-22/EMP/MP20 family 


37.83 1.71e-09 80-132 


1070 


IPB000729D 


PMP-22/EMP/MP20 family 


18.96 9.33e-10 156-183 


1071 


IPB000353B 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


19.16 7.52e-14 201-250 


1071 


IPB001039A 


Major histocompatibility complex protein, 
Class I 


17.17 2.80e-26 14-67 


1071 


IPB001039B 


Major histocompatibility complex protein, 
Class I 


27.55 5.50e-23 90-141 


1071 


IPB001039C 


Major histocompatibility complex protein, 
Class I 


19.82 7.75e-16 176-229 


1071 


IPB001039C 


Major histocompatibility complex protein, 
Class I 


19.82 7.94e-23 175-228 


1071 


IPB001039D 


Major histocompatibility complex protein, 
Class I 


16.49 7.43e-29 254-308 


1071 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17.51 6.82e-17 222-244 


1071 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 6.40e- 19 260-297 


1072 


1PB002146 


ATP synthase B/B' CF(0) 


21.39 6.94e-09 188-226 


1072 


PR00308B 


Type I antifreeze protein signature II 


3.38 8.99e-09 3-14 


1072 


PR00308C 


Type I antifreeze protein signature III 


2.79 6.92e-09 3-12 


1072 


PR00308C 


Type I antifreeze protein signature III 


2.79 9.59e-10 4-13 


1072 


PR00308C 


Type I antifreeze protein signature III 


2.79 9.59e-10 5-14 


1072 


PR00698E 


C.elegans Srg family integral membrane 


14.65 2.76e-09 111-136 


1072 


PR01511D 


Kvl.4 voltage-gated K+ channel signature 
IV 


3.912.29e-09 4-14 


1072 


PR01511D 


Kvl.4 voltage-gated K+ channel signature 
IV 


3.912.88e-09 5-15 


1073 


IPB002617C 


Vesicular monoamine transporter 


16.23 5.03e-10 198-250 


1073 


PR01035E 


Tetracycline resistance protein signature V 


10.87 1.00e-08 208-230 


1073 


PR01035F 


Tetracycline resistance protein signature VI 


12.88 1.00e-08 499-519 
16.23 5.03e-10 286-338 


1074 
1074 


IPB002617C 
PR01035E 


Vesicular monoamine transporter 
Tetracycline resistance protein signature V 


10.87 1.00e-08 296-318 


1074 


PR01035F 


Tetracycline resistance protein signature VI 


12.88 1.00e-08 587-607 


1075 


IPB000906A 


ZU5 domain 


22.49 3.72e-09 58-100 
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1075 


IPB000906G 


ZU5 domain 


25.85 7.95e-10 164-212 


1075 


PR00806C 


Vinculin signature III 


10.57 8.56e-09 350-367 


1076 


PR00237C 


Rhodopsin-like GPCR superfamily 
signature III 


14.77 3.25e-09 188-210 


1076 


PR00237E 


Rhodopsin-like GPCR superfamily 
signature V 


13.03 4. 86e-09 276-299 


1076 


PR00237F 


Rhodopsin-like GPCR superfamily 
signature VI 


14.34 1.25e-10 322-346 


1077 


IPB003662A 


General substrate transporters 


18.97 2.89e-09 139-171 


1079 


IPB000101A 


Gamma-glutamyltranspeptidase 


29.14 3. 45e- 14 352-391 


1079 


PR01210A 


Gamma-glutamyltranspeptidase signature I 


17.15 1.50e-13 130-155 


1080 


IPB000684L 


Eukaryotic RNA polymerase II 
heptapeptide repeat 


3.49 8.35e-09 1357-1399 


1080 


IPB001237C 


43 Kd postsynaptic protein 


5.44 4.63e-l 128-80 


1080 


IPB001359H 


Synapsin 


22.58 8.69e-09 1371-1421 


1081 


IPB00268SA 


Sterol/diacylglycerolO-acyltransferase 


19.24 8.65e-20 259-281 


1081 


IPB002688B 


Sterol/diacylglycerol O-acyltransferase 


22.16 2.50e-25 308-347 


1081 


IPB002688C 


Sterol/diacylglycerol O-acyltransferase 


22.98 3.13e-20 321-368 


1081 


IPB002688D 


Sterol/diacylglycerol O-acyltransferase 


24.36 3.57e-33 380-415 


1081 


IPB002688E 


Sterol/diacylglycerol O-acyltransferase 


13.67 2.50e-18 433-453 


1082 


PRO 1547 A 


Saccharomyces cerevisiae 175.81cDa 
hypothetical protein signature I 


10.65 6.40e-24 53-74 


1082 


PR01547B 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature II 


17.77 2.38e-19 97-116 


1082 


PR01547C 


Saccharomyces cerevisiae 175.SlcDa 
hypothetical protein signature III 


9.50 5.94e-23 118-139 


1082 


PR01547D 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature IV 


12.09 5.50e-29 144-169 


1082 


PR01547E 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature V 


10.42 1.95e-26 171-195 


1082 


PR01547F 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature VI 


11.64 5.95e-25 258-278 


1082 


PR01547G 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature VII 


7.91 1.00e-36 298-325 


1082 


PR01547H 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature VIII 


9.70 1.00e-30 333-357 


1082 


PR01547I 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature IX 


15.37 7.94e-28 408-438 


1082 


PR01547J 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature X 


14.06 3.15e-23 439-460 


1082 


PR01547K 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature XI 


13.61 7.87e-23 462-481 


1082 


PR01547L 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature XII 


10.35 6.29e-19 486-502 


1082 


PR01547M 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature XIII 


10.06 3.44e-12 1178-1196 


1083 


IPB000095E 


PAK-box /P21-Rho-binding 


17 62 3 15e-12 367-412 


1083 


IPB000961C 


Protein kinase C-terminal domain 


15.48 4.66e-14 366-400 


1083 


IPB001245A 


Tyrosine kinase catalytic domain 


22.45 5.50e-14 359-399 


1083 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 6.18e-09 424-462 


1083 


IPB001526C 


Ly-6/u-PAR domain 


13.04 1.00e-08 105-120 


1083 


IPB003527C 


MAP kinase 


14.70 8.81e-10 351-399 


1083 


IPB003605A 


GS motif preceding kinase domain in TGF 
beta receptor 


13.79 1.326-11 112-123 
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1083 


IPB003605B 


GS motif preceding kinase domain in TGF 
beta receptor 


10.56 5.00e-28 229-255 


1083 


IPB003605C 


GS motif preceding kinase domain in TGF 
beta receptor 


14.92 1.00e-40 259-306 


1083 


IPB003605D 


GS motif preceding kinase domain in TGF 
beta receptor 


12.41 1.00e-40 355-396 


1083 


IPB003605E 


GS motif preceding kinase domain in TGF 
beta receptor 


21.14 8.88e-39 398-437 


1083 


IPB003605F 


GS motif preceding kinase domain in TGF 
beta receptor 


23.21 6.81e-40 461-514 


1083 


PR00109E 


Tyrosine kinase catalytic domain signature 
V 


12.99 2.15e-09 535-557 


1083 


PR00653D 


Activin type II receptor signature IV 


12.01 6.70e-l 1 385-406 


1084 


IPB000095E 


PAK-box /P21-Rho-binding 


17.62 3. 15e-12 429-474 


1084 


IPB000961C 


Protein kinase C-terminal domain 


15.48 4.66e-14 428-462 


1084 


IPB001245A 


Tyrosine kinase catalytic domain 


22.45 5.50e-14 421-461 


1084 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 6. 18e-09 486-524 


1084 


IPB001526C 


Ly-6/u-PAR domain 


13.04 1.00e-08 105-120 


1084 


IPB003527C 


MAP kinase 


14.70 8.81e-10 413-461 


1084 


IPB003605A 


GS motif preceding kinase domain in TGF 
beta receptor 


13.79 1.32e-ll 112-123 


1084 


IPB003605B 


GS motif preceding kinase domain in TGF 
beta receptor 


10.56 5.00e-28 291-317 


1084 


IPB003605C 


GS motif preceding kinase domain in TGF 
beta receptor 


14.92 1.00e-40 321-368 


1084 


IPB003605D 


GS motif preceding kinase domain in TGF 
beta receptor 


12.41 l.OOc-40 417-458 


1084 


IPB003605E 


GS motif preceding kinase domain in TGF 
beta receptor 


21.14 8.88e-39 460-499 


1084 


IPB003605F 


GS motif preceding kinase domain in TGF 
beta receptor 


23.21 6.81e-40 523-576 


1084 


PR00109E 


Tyrosine kinase catalytic domain signature 
V 


12.99 2.15e-09 597-619 


1084 


PR00653D 


Activin type II receptor signature IV 


12.01 6.70e-ll 447-468 


1085 


PR00541C 


Muscarinic M4 receptor signature III 


8.06 7.73e-09 486-506 


1086 


PR00541C 


Muscarinic M4 receptor signature III 


8.06 7.73e-09 755-775 


1087 


PR01430A 


Protease activated receptor 2 precursor 
signature I 


8.72 8.20e-09 123-134 


1088 


IPB000322A 


Glycoside hydrolase family 31 


19.86 8.13e-23 151-176 


1088 


IPB000322B 


Glycoside hydrolase family 3 1 


14.24 9.64e-10 186-201 


1088 


IPB000322C 


Glycoside hydrolase family 3 1 


22.80 3.57e-20 225-250 


1088 


IPB000322D 


Glycoside hydrolase family 3 1 


17.98 6.57e-27 326-352 


1088 


IPB000322E 


Glycoside hydrolase family 31 


25.60 9.10e-33 366-407 


1090 


IPB000135A 


High mobility group proteins HMG1 and 
HMG2 


11.69 7.66e-14 707-761 


1090 


IPB000135B 


High mobility group proteins HMG1 and 
HMG2 


13.24 5.68e-21 680-724 


1090 


PR00886A 


High mobility group (HMG1/HMG2) 
protein signature I 


10.57 4.46e-10 710-732 


1090 


PR00886C 


High mobility group (HMG1/HMG2) 
protein signature III 


11.20 6.28e-13 696-714 


1090 


PR00887A 


Structure-specific recognition protein 
signature I 


12.71 1.82e-21 343-359 


1090 


PR00887B 


Structure-specific recognition protein 


10.24 1.35e-20 365-381 
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signature II 




1090 


PR00887C 


Structure-specific recognition protein 
signature III 


13.32 1.47e-21 388-404 


1090 


PR00887D 


Structure-specific recognition protein 
signature IV 


16.42 2.73e-15 453-466 


1090 


PR00887E 


Structure-specific recognition protein 
signature V 


10.75 3.40e-20 480-498 


1090 


PR00887F 


Structure-specific recognition protein 
signature VI 


14.12 6.46e-21 498-515 


1090 

— — — 


PR00887G 


Structure-specific recognition protein 
signature VII 


13.65 7.00e-18 521-537 




PROOQQ'7T-T 


Structure-specific recognition protein 
signature VIII 


12.27 3.53e-20 537-555 


~wq] — 


IPB000215A 


Serpins 




13.01 4.77e-13 341-364 


"km — 


IPB000215B 


Serpins 


9.87 9.68e-09 449-461 


1091 


IPB000215C 


Serpins 


13.90 7. lle-1 1476-490 


J091 


IPB000215D 


Serpins 


15.35 3. 88e-16 578-604 


1091 


IPB000215E 


Serpins 


15.36 6.21e-16 659-683 


1092 


IPB000126A 


Serine proteases, V8 family 


11.75 2.88e-10 357-372 





IPB000126B 


Serine proteases, VS family 


12.50 1.5 le-11 471-487 


-|jj|= 


PR00834D 


HtrA/DegQ protease family signature IV 


1 1 .75 6.23e-09 466-483 




PR00839B 


V8 serine protease family signature II 


11.20 8.12e-10 357-374 


"Toir 

1097 

— — 


IPB000454 


Eubacterial and plasma membrane ATP 
synthase subunit C 


27.64 2.50e-28 79-132 


4^ — 




PRO 01 24 A 


ATP synthase C subunit signature I 


8.694.46e-13 75-94 


-j^fj 


PR00124B 


ATP synthase C subunit signature II 


14.47 8.14e-ll 96-111 


~7o^T 


PR00124C 


ATP synthase C subunit signature III 


12.82 6.63e-17 113-138 


"l^al — 


IPB000573 


Aconitase C-terminal domain 


25.70 4.86e-34 947-996 


""fi^ 


IPB001030A 


Aconitase (aconilale hydratase) 


37.52 1.17e-13 452-500 


— — 




Aconitase (aconitate hydratase) 


37.52 5.06e-23 392-440 





TPnnnminn 


Aconitase (aconitate hydratase) 


18.77 4.32e-18 665-688 


ilii — 




Aconitase (aconitate hydratase) 


18.16 3.65e-12 710-724 




PR00415A 


Aconitase family signature I 


13.25 7.00e-10 323-336 


1098 


PR00415C 


Aconitase family signature III 


14.58 2.75e-13 376-389 






Aconitase family signature IV 


14.53 2.93e-15 390-405 


1098 


PR00415E 


Aconitase family signature V 


9.37 I.53e-12 452-465 




PR00415F 


Aconitase family signature VI 


11.36 6.14e-12 466-479 


1098 


PR00415G 


Aconitase family signature VII 


14.02 2.35e-14 548-562 


1098 


PR00415H 


Aconitase family signature VIII 


13.87 4.79e-12 613-624 


1098 


PR00415I 


Aconitase family signature IX 


14.82 8.43e-15 675-688 


1099 


PR01088H 


Na+/H+ exchanger isoform 6 (NHE6) 
signature VIII 


16.89 1.00e-08 92-109 


1100 


PR01088H 


Na+/H+ exchanger isoform 6 (NHE6) 
signature VIII 


16.89 1.00e-08 188-205 


1101 


PR01088H 


Na+/H+ exchanger isoform 6 (NHE6) 
signature VIII 


16.89 1.00e-08 142-159 


TT02 


PR00259D 




14.90 2.43e-09 65-91 


1104 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 8.56e-10 124-161 


1104 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 9.65e-09 227-264 


1106 


IPB001983A 


Translationally controlled tumor protein 


14.49 1.43e-25 1-27 


1106 


IPB001983B 


Translationally controlled tumor protein 


15.99 4.43e-20 45-70 


1106 


IPB001983C 


Translationally controlled tumor protein 


16.91 1.41e-24 83-109 



WO 03/054152 
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1106 


IPB001983D 


Translationally controlled tumor protein 


22.98 4.09e-28 123-163 


1107 


IPB000117D 


Kappa casein 


10.18 8.71e-09 513-547 


1108 


IPB001737A 


Ribosomal RNA adenine dimethylase 


27.11 1.86e-09 110-155 


1109 


IPB002048 


EF-hand family 


7.91 1.00e-09 42-54 


1110 


IPB000272 


ATP 1 G 1/PLM/MAT8 family 


14.36 8.64e-23 99-134 


1110 


IPB003403A 


Herpesvirus immediate early protein 


21.25 6.59e-09 39-61 


1112 


PR00261B 


Low density lipoprotein (LDL) receptor 
signature II 


15.12 6.29e-09 127-148 


1112 


PR00261D 


Low density lipoprotein (LDL) receptor 
signature IV 


16.87 7.09e-09 127-148 


1112 


PR00261F 


Low density lipoprotein (LDL) receptor 
signature VI 


15.46 3.91e-09 127-148 


1112 


PR00764B 


Complement C9 signature II 


12.47 1.36e-ll 122-142 


1115 


IPB000276A 


Rhodopsin-like GPCR superfamily 


1 1 .56 4.32e-l 0 2 1 6-227 


1115 


PR00245A 


Olfactory receptor signature I 


10.98 6.70e-10 190-201 


1115 


PR00245B 


Olfactory receptor signature II 


13.73 2.03e-09 227-239 


1115 


PR00245C 


Olfactory receptor signature III 


14.65 3. 54e-10 274-290 


1116 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 8.36e-09 5-16 


1116 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 6.19e-09 355-371 


1116 


PR00245A 


Olfactory receptor signature I 


10.98 3.16e-ll 165-176 


1116 


PR00245B 


Olfactory receptor signature II 


13.73 1.77e-09 16-28 


1116 


PR00245B 


Olfactory receptor signature 11 


13.73 9.07e-10 202-214 


1116 


PR00245C 


Olfactory receptor signature III 


14.65 2.96e-15 249-265 


1116 


PR00245D 


Olfactory receptor signature IV 


9.34 8.58e-12 309-318 


1116 


PR00245E 


Olfactory receptor signature V 


8.96 2.20e-15 356-367 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 1.92e- 10 300-315 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 1.92e-10 565-580 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 2.83e-ll 1213-1228 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 3.90e-09 143-158 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 4.77e-09 448-463 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 7.83e-ll 1336-1351 


1119 


1PB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 8.02e-10 1093-1108 


1119 


IPB001862A 


Membrane attack complex 
components/perforin/complement C9 


12.54 8. 92e- 12 964-979 


1119 


IPB001928 


Endothelin and related toxins 


14.31 3.00e-09 949-972 


1119 


IPB002861B 


Reeler domain 


10.50 5.95e-l 1 970-998 


1119 


IPB002861C 


Reeler domain 


23.17 1.00e-12 957-1011 


1119 


IPB002861C 


Reeler domain 


23.17 3.45e-09 136-190 


1120 


IPB000079 


Nucleosomal binding domain found in 
HMG14 and HMG17 


8.09 1.64e-37 18-48 


1120 


PR00925A 


Nonhistone chromosomal protein HMG17 
family signature I 


5.67 2.29e-19 18-32 


1120 


PR00925B 


Nonhistone chromosomal protein HMG17 
family signature II 


3.75 3.18e-16 34-46 


1120 


PR00925C 


Nonhistone chromosomal protein HMG17 
family signature III 


5.23 7.45e-09 47-57 


1120 


PR00925D 


Nonhistone chromosomal protein HMG17 


7.38 2.00e-14 66-76 
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family signature IV 




1121 


PR00219C 


Synaptobrevin signature III 


^-^TT^ 

6.91 1.56e-09 89-108 


1124 


IPB001304A 


C-type lectin domain 


17.98 8. 88e-19 203-227 


1125 


IPB002896F 


Herpesvirus glycoprotein D 


21.08 9.22e-09 374-409 


1125 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 5.15e-09 323-360 
— — -— 


1126 


PR01007I 


Flagellar hook-length control protein 
signature IX 


8.84 9.69e-09 467-490 


1131 


IPB000008D 


C2 domain 


14.83 3.05e-ll 1008-1026 


1131 


IPB000738A 


WHEP-TRS domain 


22.67 8.02e-09 1068-1093 


1131 


PR00360A 


C2 domain signature I 


15.18 8.36e-09 682-694 


1132 


IPB001135C 


NADH-ubiquinone oxidoreductase 49Kd 
chain 


25.46 9.79e-09 72-122 


1133 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 2.20e-12 181-192 


1133 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 6.09e-10 344-360 


1133 


PR00237G 


Rhodopsin-like GPCR superfamily 
signature VII 


19.23 7.37e-10 334-360 


1133 


PR00245A 


Olfactory receptor signature I 




1133 


PR00245B 


Olfactory receptor signature II 


13.73 8.20e-13 192-204 


1133 


PR00245C 


Olfactory receptor signature HI 


14.65 4.10e-13 239-255 


1133 


PR00245D 


Olfactory receptor signature IV 


9.34 7.63e-12 298-307 


1133 


PR00245E 


Olfactory receptor signature V 


8 96 4 77e-12 345-356 


1134 


IPB000425A 


MIP family 


9 37 7 33e-l 1 92-107 


1134 


IPB000425B 


MIP family 


22 94 1 75e-31 123-175 


1134 


IPB000425C 


MIP family 


10 67 7 ^8e-I0 240-254 


1134 


IPB000425D 


MIP family 


8 10 9 67e-15 307-325 


1134 


PR00783A 


Major intrinsic protein family signature I 


1 1 8? 5 50e-14 88-107 


1134 


PR00783B 


Major intrinsic protein family signature II 


K -)/ 1 fnr. 10 197 1 SI 


1134 


PR00783C 


Major intrinsic protein family signature III 




1134 


PR00783E 


Major intrinsic protein family signature V 


16 2^ 8 1 le-09 128-150 


1134 


PR00783E 


Major intrinsic protein family signature V 


16 25 8 13e-l 1 226-248 


1134 


PR00783F 


Major intrinsic protein family signature VI 


12.30 1.53e-14 308-328 


1136 


IPB002897A 


Monocarboxylate transporter 


16.12 4.90e-23 18-47 


1136 


IPB002897B 


Monocarboxylate transporter 


24.20 4.30e-32 72-126 


1136 


IPB002897C 


Monocarboxylate transporter 


13.63 4.46e-13 143-168 


1136 


IPB002897C 


Monocarboxylate transporter 


13.63 7.38e-12 177-202 


1136 


IPB002897D 


Monocarboxylate transporter 


30.44 5.85e-27 296-348 


1136 


IPB002897E 


Monocarboxylate transporter 


32.06 9.59e-24 407-458 


1137 


IPB000454 


Eubacterial and plasma membrane ATP 
synthase subunit C 


27.64 9.85e-ll 94-147 


1137 


PR00122A 


Vacuolar ATP synthase 16kDa subunit 
signature I 


10.78 6.00e-18 30-54 


1137 


PR00122B 


Vacuolar ATP synthase 16kDa subunit 
signature II 


10.11 4.32e-26 56-80 


1137 


PR00122C 


Vacuolar ATP synthase 16kDa subunit 
signature III 


10.28 9.40e-32 104-130 




PR00122D 


Vacuolar ATP synthase 16kDa subunit 
signature IV 


10 03 7.00e-28 131-154 


1137 


PR00124C 


ATP synthase C subunit signature III 


12.82 7.58e-ll 128-153 


1138 


IPB002220A 


Dihydrodipicolinate synthetase 


16.79 9.29e-09 41-53 


1138 


IPB002220B 


Dihydrodipicolinate synthetase 


14.56 6.84e-14 68-89 


1138 


IPB002220C 


Dihydrodipicolinate synthetase 


25.64 1.23e-24 108-155 


1138 


IPB002220D 


Dihydrodipicolinate synthetase 


10.31 6.56e-10 164-175 


1138 


IPB002220F 


Dihydrodipicolinate synthetase 


12.81 6. 14e-10 234-247 
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1138 


PR00146D 


DihvdrodiDicolinate synthase signature IV 


14.98 9.79e-ll 163-180 


1139 


IPB001734A 


Sodiutmsolute symporter family 


14.69 5.76e-16 51-67 


1139 


IPB001734B 


Sodiumrsolute symporter family 


18.26 6.63e-27 166-206 


1139 


IPB001734C 


Sodium:solute symporter family 


18.21 7.75e-23 924-953 


1140 


IPB000074C 


Apolipoprotein A1/A4/E 


22.23 1.58e-09 385-422 


1140 


IPB002607B 


Hydratase/decarboxylase 


29.50 3.64e-10 242-290 


1140 


PR00122B 


Vacuolar ATP synthase 16kDa subunit 
signature II 


10.11 7.56e-09 493-5 17 


1142 


IPB000897A 


GTP-binding signal recognition particle 
(SRP54) domain 


9.15 9.87e-09 61 1-630 


1143 


IPB000219A 


Dbl domain (dbl/cdc24 rhoGEF family) 


10.71 3.00e-09 156-165 


1143 


IPB000276C 


Rhodopsin-like GPCR superfamily 


8.03 1.41e-10 278-289 


1143 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 2.17e-10 324-340 


1143 


PR00237A 


Rhodopsin-like GPCR superfamily 
signature I 


9.81 8.92e-ll 63-87 


1143 


PR00237B 


Rhodopsin-like GPCR superfamily 
signature II 


12.45 4.08e-09 96-117 


1143 


PR00237C 


Rhodopsin-like GPCR superfamily 
signature III 


14.77 5.50e-12 140-162 


1143 


PR00237E 


Rhodopsin-like GPCR superfamily 
signature V 


13.03 8.46e-09 226-249 


1143 


PR00237F 


Rhodopsin-like GPCR superfamily 
signature VI 


14.34 9.33e-13 268-292 


1143 


PR00237G 


Rhodopsin-like GPCR superfamily 
signature VII 


19.23 6.04e-15 314-340 


1143 


PR01 157A 


P2 purinoceptor signature I 


9.05 3.52e-ll 110-122 


1144 


PR00049D 


Wilm's tumour protein signature IV 


0.00 2.07e-09 7-21 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 1.1 Oe- 11 266-290 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2,13 1.92e-ll 265-289 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 2.23e-ll 270-294 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 3.00e-09 262-286 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 3.25e-10 271-295 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 4.55e-09 272-296 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 5.09e-09 260-284 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 7.07e-10 267-291 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 7.09e-09 259-283 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 7.40e-12 268-292 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 8.63e-10 263-287 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 8.98e-ll 269-293 


1145 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 9.24e-12 264-288 


1145 


IPB000637B 


HMG-I and HMG-Y DNA-binding domain 


14.21 8.64e-09 272-290 
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(A+T-hook) 




1145 


IPB001202B 


WW / rsp5 / WWP domain 


12.18 6.40e-15 387-401 


1145 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 8.65e-09 258-293 


1145 


IPB001580F 


Calreticulin family 


2.93 8.65e-09 277-286 


1145 


PR00403A 


WW domain signature I 


19.41 5. 03e-10 373-386 


1145 


PR00403B 


WW domain signature II 


13.50 5.33e-15 387-401 


1148 


PR00360B 


C2 domain signature II 


11.64 1.29e-ll 279-292 


1150 


IPB000685G 


Ribulose bisphosphate carboxylase, large 
chain 


10.38 5.23e-09 45-99 


1150 


PR01237A 


Tumour necrosis factor c (lymphotoxin- 
beta) signature I 


6.39 8.27e-09 38-61 



1152 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 7.63e-10 238-249 


1152 


PR00245A 


Olfactory receptor signature I 


10.98 1.30e-10 212-223 


1152 


PR00245B 


Olfactory receptor signature II 


13.73 5.50e-ll 249-261 


1152 


PR00245C 


Olfactory receptor signature III 


14.65 6.87e-15 296-312 


1152 


PR00245E 


Olfactory receptor signature V 


8.96 2.04e-13 403-414 


1152 


PR00534A 


Melanocortin receptor family signature 1 


12.77 7.52e-09 171-183 


1153 


IPB001680 


G-protein beta WD-40 repeats 


10.43 1.00e-ll 456-467 


1153 


PR00320B 


G protein beta WD-40 repeat signature II 


12.82 7.55e-ll 454-468 


1153 


PR00320C 


G protein beta WD-40 repeat signature III 


12.32 4.43e-ll 454-468 


1153 


PR00962A 


Lethal(2) giant larvae protein signature I 


12.91 3.57e-22 17-35 


1153 


PR00962B 


Lethal(2) giant larvae protein signature II 


12.01 3.52e-29 310-332 


1153 


PR00962C 


Lethal(2) giant larvae protein signature III 


8.03 6.40e-23 362-382 


1153 


PR00962D 


Lethal(2) giant larvae protein signature IV 


9.91 4.16e-28 451-474 


1153 


PR00962E 


Lethal(2) giant larvae protein signature V 


8.81 3.67c-21 531-549 


1153 


PR00962F 


Lethal(2) giant larvae protein signature VI 


13.40 8.50e-24 568-587 


1153 


PR00962G 


Lethal(2) giant larvae protein signature VII 


14.51 6.54e-29 609-633 


1153 


PR00962H 


Lethal(2) giant larvae protein signature VIII 


13.53 3.53e-23 639-658 


1153 


PR00962I 


Lethal(2) giant larvae protein signature IX 


12.48 5. 13e-23 708-727 


1155 


1PB002027A 


Amino acid permease 


18.88 8.82e-ll 185-213 


1155 


IPB002027C 


Amino acid permease 


19.67 8.31e-21 385-423 


1155, 


IPB002027D 


Amino acid permease 


22.00 6.79e-21 466-505 


1157 


PR01436C 


NADH-ubiquinone oxidoreductase chain 2 
signature III 


9.53 7.75e-09 82-100 


1158 


IPB001428B 


dUTPase 


18.14 1.00e-14 107-125 


1158 


IPB001969A 


Eukaryotic and viral aspartic protease active 
site 


16.37 5.71e-09 195-211 


1158 


PR00783C 


Major intrinsic protein family signature III 


13.32 5.26e-17 31-50 


1160 


IPB000033B 


Low-density lipoprotein (Idl) receptor, 
YWTD repeat 


7.05 9.42e-10 1750-1760 



1160 


IPB000034A 


Laminin B 


22.21 1.85e-19 487-522 


1160 


IPB000034A 


Laminin B 


22.21 2.99e-10 1356-1391 


1160 


IPB000034A 


Laminin B 


22.21 3.84e-17 875-910 


1160 


IPB000034A 


Laminin B 


22.21 8.13e-10 1733-1768 


1160 


IPB000034A 


Laminin B 


22.21 8.56e-09 1263-1298 


1160 


IPB000034A 


Laminin B 


22.21 9.44e-09 533-568 




IPB000034B 


Laminin B 


21.22 1.23e-14 654-692 


1160 


IPB000034B 


Laminin B 


21.22 3.25e-31 1426-1464 


1160 


IPB000034B 


Laminin B 


21.22 3.33e-12 1287-1325 


1160 


IPB000034B 


Laminin B 


21.22 4.77e-10 1757-1795 


1160 


IPB000034B 


Laminin B 


21.22 4.99e-18 601-639 


1160 


IPB000034B 


Laminin B 


21.22 5. 45e-09 511-549 


1160 


IPB000034C 


Laminin B 


12.97 3.09e-ll 508-526 


1160 


IPB000034C 


Laminin B 


12.97 3.45e-09 319-337 
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°Z — 


IPB000034C 


— 

Laminin B 


12.97 4.00e-ll 443-461 


^y|5 — 


IPB000034C 


Laminin B 


12.97 4.05e-12 1377-1395 


— 1|5 — 


IPB000034C 


Laminin B 


12.97 6.52e-13 554-572 


— 


IPB000034C 


Laminin B 


12.97 6.56e-20 1754-1772 


°z — 


IPB000034C 


Laminin B 


12.97 6.73e-09 1284-1302 


— 


1PB000034C 


Laminin B 


12.97 8.01e-09 598-616 


;[•? — 


IPB000034C 


Laminin B 


12.97 9.09e-ll 651-669 


— 


IPB000034C 


Laminin B 


12.97 9.31e-16 1653-1671 


"TT^ — 


IPB000561 


EGF-like domain 


4.89 5.50e-09 1754-1762 


— 


IPB001001D 


DNA polymerase III, beta chain 


14.35 8.29e-09 2372-2395 


°? — 


IPB001169K 


Integrin beta, C-terminus 


27.45 8.93e-ll 1691-1733 




IPB001271 


Mammalian defensin 


19.97 5.91e-09 1728-1756 


J160 


IPB001774C 


Delta serrate Iigand 


18.25 8.16e-09 545-587 


— 


IPB001886A 


Laminin N-terminal (Domain VI) 


8.51 8.27e-09 124-131 


; ^ — 


IPB001886B 


Laminin N-terminal (Domain VI) 


15.20 5.11e-21 286-308 


4rl^ — 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 1.00e-09 1284-1323 


— 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 1.00e-ll 1703-1742 


— 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 1.23e-10 508-547 


— 


IPB001 886C 


Laminin N-terminal (Domain VI) 


24.54 1.53e-14 1754-1793 


1160 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 2.97e-33 319-358 


JJ60 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 3.28e-13 391-430 




IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 4.19e-10 554-593 


_1160 — 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 5.67e-10 1423-1462 





IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 6.33e-ll 598-637 


"tt!^ — 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 7.49e-10 1377-1416 


■: ~ — 


IPB001886C 


Laminin N-terminal (Domain VI) 


24.54 8. 1 le-1 1 651-690 


— 


IPB001886D 


Laminin N-terminal (Domain VI) 


12.51 1.71e-09 439-457 


"TT^S — 


IPB001886D 


Laminin N-terminal (Domain VI) 


12.51 3.65e-17 1699-1717 


— — - — 


11 rsUUlooOU 


Laminin N-terminal (Domain VI) 


12.51 8.95e-10 1750-1768 


— 




Laminin N-terminal (Domain VI) 


12.51 9.05e-22 387-405 


jjoo — 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 1.21e-13 1282-1298 


4rfr! — 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 1.47e-09 317-333 


ttI^ — 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 4.82e-16 1375-1391 


_U60 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 5.97e-09 649-665 


JA60 


1PB001886E 


Laminin N-terminal (Domain VI) 


10.90 6.74e-09 441-457 


1160 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 7.43e-13 1752-1768 


1160 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 7.61e-ll 596-612 


J160 


IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 8.35e-ll 506-522 





IPB001886E 


Laminin N-terminal (Domain VI) 


10.90 9.50e-20 552-568 


ttIs — 


IPB003884C 


Factor I membrane attack complex 


13.00 3.22e-09 1403-1421 


TiT?! 


PR00011A 


Type III EGF-like signature I 


14.05 1.68e-14 1416-1434 


160 


PR0001 1A 


Type III EGF-like signature I 


14.05 1.69e-ll 644-662 


1160 


PR00011A 


Type III EGF-like signature I 


14.05 3.88e-15 1277-1295 


1160 


PR00011A 


Type III EGF-like signature I 


14.05 3.93e-16 1370-1388 


iris — 


PR00011A 


Type III EGF-like signature I 


14.05 3.95e-13 436-454 




PR00011A 


Type III EGF-like signature I 


14.05 5.00e-09 591-609 


1160 


PR00011A 


Type III EGF-like signature I 


14.05 5.05e-12 1318-1336 


1160 


PR00011A 


Type III EGF-like signature I 


14.05 5.43e-l 1 695-713 


1160 


PR00011A 


Type III EGF-like signature I 


14.05 6.82e-10 501-519 


1160 


PR00011A 


Type III EGF-like signature I 


14.05 8.83e-16 547-565 


1160 


PR00011B 


Type III EGF-like signature II 


13.08 1.00e-09 591-609 


1160 ' 


PR00011B 


Type III EGF-like signature II 


13.08 1.66e-10 695-713 


1160 


PR00011B 


Type III EGF-like signature II 


13.08 4.18e-ll 644-662 
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yT~ 




PR0001 IB 


- — : 

Type III EGF-like signature II 


13.08 4.35e-15 1370-1388 


— — 


ppnnm 1 "n 

rKlMJUl IB 


Type III EGF-like signature II 


13.08 5.57e-12 436-454 





PR0001 IB 


Type III EGF-like signature II 


13.08 5.71e-17 547-565 




PR0001 IB 


Type III EGF-like signature II 


13.08 6.46e-12 1416-1434 


Tl60 — 


PR0001 IB 


Type III EGF-like signature II 


13.08 7.52e-13 1277-1295 


TTfin — 
— 


PR0001 IB 


Type III EGF-like signature II 


13.08 8.48e-ll 1318-1336 


— 


PR0001 1C 


Type III EGF-like signature III 


25.79 2.62e-09 651-679 


— 


PR0001 1C 


Type III EGF-like signature III 


25.79 6.53e-10 1423-1451 




PR0001 ID 


Type III EGF-like signature IV 


12.12 1.18e-14 1370-1388 


Tl60 — 


PR0001 ID 


Type III EGF-like signature IV 


12.12 3.63e-10 695-713 


Tl60 — 


PR00011D 


Type III EGF-like signature IV 


12.12 4.96e-14 501-519 


1160 


PR00011D 


Type III EGF-like signature IV 


12.12 6.01e-09 591-609 


— 


x^KUUUl 1JJ 


Type III EGF-like signature IV 


12.12 7.65e-10 644-662 




PR0001 ID 


Type III EGF-like signature IV 


12.12 8.25e-17 547-565 


1160 


PR00011D 


Type III EGF-like signature IV 


12.12 8.33e-13 436-454 




PR00011D 


Type III EGF-like signature IV 


12.12 8.92e-14 1416-1434 


1160 


PR00011D 


Type III EGF-like signature IV 


12.12 9.17e-13 1277-1295 


1160 


PR00011D 


Type III EGF-like signature IV 


12.12 9.23e-09 1747-1765 


1160 
— — 


PR00877D 

— 


Plant PEC family metallothionein signature 
IV 


6.45 1.89e-09 1308-1315 


~} 


IPB000034C 


Laminin B 


12.97 6.42e-10 205-223 


61 


IPB000152 


Aspartic acid and asparagine hydroxylation 


8.86 1.00e-10 158-173 


1161 


IPB000152 


Aspartic acid and asparagine hydroxylation 


8.86 9.29e-09 196-211 


1161 


IPB000359A 


Cystine-knot domain 


23.24 4.86e-10 129-153 


1161 


IPB000561 


EGF-like domain 


4.89 9.25e-10 46-54 


1161 


IPB001762A 


Disintcgrin 


23.93 9.65e-09 95-135 


ttH — 


IPB001774C 


Delta serrate ligand 


18.25 1.71e-31 37-79 


"rrfr — 


IPB001774C 


Delta serrate ligand 


18.25 9.17e-12 68-110 


1161 
— — 


IPB001862F 


Membrane attack complex 
components/perforin/complement C9 


29.39 2.65e-09 170-217 




IroUUloOZr 


Membrane attack complex 
componerUs/perforiri/complement C9 


29.39 8.53e-09 132-179 


TlBl 




IPB001886E 


aminm - erminal (.Domain VI) 


— 

10.90 9.67e-10 44-60 


— — — 


PR00010A 


Type II EGF-hke signature I 


12.91 1.27e-09 143-154 


— — 


ppnnninr 


Type II EGF-like signature III 


6.98 2.54e-09 163-173 




ppnnm 1 a 


Type III EGF-like signature I 


14.05 6.88e-09 39-57 


Ti6l — 


PR0001 IB 


Type III EGF-1 ike signature II 


13.08 7.88e-10 39-57 


1161 


PR00011D 


Type III EGF-like signature IV 


12.12 4.57e-12 39-57 




PR01217G 


Proline rich extensin signature VII 


4.02 7.79e-09 221-246 


1162 


IPB000471A 


Interferon alpha, beta and delta family 


27.36 2.86e-34 45-98 


1162 


PR00266A 


Interferon alpha and beta subunit signature I 


13.41 9.59e-14 67-79 


1163 


IPB000975D 


Interleukin-1 


24.45 5.55e-09 59-98 


lifl — 


IPB000975E 


Interleukin-1 


28.12 9.80e-09 103-142 




PR00264A 


Interleukin-1 precursor family signature I 


18.63 1.00e-08 62-82 


1163 


PR01360C 


IL- IRA signature III 


10.33 4.84e-ll 65-82 


1163 


PR01360F 


Interleukin-1 receptor antagonist precursor 
IL-1RA signature VI 


14.44 3.11e-12 124-142 


1164 


IPB000072 


Platelet-derived growth factor (PDGF) 


13.51 4.00e-26 75-97 


1164 


IPB003498F 


Probable DNA packing protein, C-terminus 


23.31 7.55e-09 154-193 


1165 


IPB000975E 


Interleukin-1 


28.12 3.57e-12 95-134 


1165 


PR00264A 


Interleukin-1 precursor family signature I 


18.63 9.85e-09 55-75 
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1165 


PR00264C 


: r n : 1 Ttt 

Interleukin-1 precursor family signature 111 


19 37 4 90e-16 108-123 


1165 


PR01357F 


Interleukin-1 alpha/beta precursor family 
signature VI 


17.87 7.15e-10 108-123 


1165 


PR01360E 


Interleukin-1 receptor antagonist precursor 
IL-1RA signature V 


9.69 9.33e-13 95-115 


1165 


PR01360F 


Interleukin-1 receptor antagonist precursor 
IL-1RA signature VI 


1/1 A A 0 Q£« 18 11/^ 134 

14.44 y.ooe-io 110-1^4 


1166 


IPB000276C 


Rhodopsin-like GPCR superfamily 


O.Uj O.OUe-11 JJ-Hr^t 


1166 


PR00237F 


Rhodopsin-like GPCR superfamily 
signature VI 


14 34 5.05e-16 23-47 


1166 


PR00237G 


Rhodopsin-like GPCR superfamily 
signature VII 


19.23 8.80e-13 70-96 




JJ66 


— 

PR00427E 


InterIeukin-8 receptor signature V 


7.33 3.84e-17 6-21 




PR00427F 


Interleukin-8 receptor signature VI 


12.53 2.63e-12 48-64 





PR00427G 


Interleukm-8 receptor signature VII^ 


10.47 8.53e-17 98-114 


^ 


rKUUD 




15.06 1.85e-18 114-129 


4t^ — 


PR00414A 


nereu n rot J.^ t o 0 J st S ^" s ^" r i e atureI 


10.61 3.44e-31 26-48 


— 
1167 


PR00414B 


— -: — y p . , — e si ature II — 


11.87 6.79e-25 66-85 


1167 — 


PR00414C 


a mi oy protein Mature III — 


13.39 1.90e-23 106-122 




PR00414D 


. y P : — j-: ^ — : yT. — 

Palnntoyl protein thioesterasc signature IV 


17.22 2.13e-27 151-170 


~t3i — 


PR00414E 




17.10 1.43e-27 185-204 


1167 


PR00414G 


Palmitoyl protein thioesterase signature VII 


12.98 2.36e-24 258-276 


1168 


IPB000215A 


Serpins 


13.01 4.18e-20 73-96 


1168 _ 


IPB000215B 


Serpins 


9.87 9.68e-09 181-193 


1168 


IPB000215C 


Serpins 


13 90 7. 1 le-1 1 208-222 


_U68 — 


IPB000215D 


Serpins 


15.35 3.88e-16 310-336 


1168 — 


IPB000215E 


Serpins 


15.36 1.56e-18 391-415 


1170 


IPB001271 


Mammalian defensin 


19.97 3.42e-21 103-131 




IPB000387 


Tyrosine specific protein phosphatase and 
dual specificity protein phosphatase family 


10.77 5.85e-13 439-449 


1172 


PR00700A 


Protein tyrosine phosphatase signature I 


6.05 1.00e-10 295-302 


1172 


PR00700B 


Protein tyrosine phosphatase signature II 


17.06 5.70e-21 313-333 


1172 


PR00700C 


Protein tyrosine phosphatase signature III 


13 89 9.05e-16 399-416 


1172 


PR00700D 


Protein tyrosine phosphatase signature IV 


12 83 7 84e-19 436-454 


1172 


PR00700E 


Protein tyrosine phosphatase signature V 


16 60 1 93e-10 467-482 


1172 


PR00700F 


Protein tyrosine phosphatase signature VI 


10 33 1 00e-ll 483-493 


1172 


PR01371E 


Salmonella/Y ersinia modular tyrosine 
phosphatase signature V 


11.71 2.11e-09 437-448 


1187 


IPB000008C 


C2 domain 


23.37 2.44e-09 61-100 


1187 


1PB002642A 


Lysophospholipase catalytic domain 


18.37 1.69e-13 355-380 


1187 


IPB002642B 


Lysophospholipase catalytic domain 


11 84 4.38e-15 383-407 


1187 


IPB002642E 


Lysophospholipase catalytic domain 


18 19 6.91e-10 509-534 


1187 


IPB002642G 


Lysophospholipase catalytic domain 


34 1 1 6.72e-10 678-726 


1187 


PR00360B 


C2 domain signature II 


11 64 8 67e-12 88-101 


1188 


PR00860B 


Vertebrate metallothionein signature II 


6 90 7 18e-09 52-65 


1189 


IPB000566B 


Lipocalin and cytosolic fatty-acid binding 


8.91 9.53e-09 122-132 


1189 


IPB002223 


Pancreatic trypsin inhibitor (Kunitz) family 


17.66 1.32e-23 285-319 


1189 


IPB002223 


Pancreatic trypsin inhibitor (Kunitz) family 


17.66 9.12e-15 247-281 


1189 


PR00179A 


Lipocalin signature I 


13.97 2.13e-10 38-50 


1189 


PR00179B 


Lipocalin signature II 


7.67 4.91e-12 122-134 


1189 


PR00179C 


Lipocalin signature III 


17.26 4.60e-09 150-165 


1189 


PR00759A 


Basic protease (Kunitz-type) inhibitor 
family signature I 


14.67 5.88e-09 228-242 
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1189 


PR00759B 


Basic protease (Kunitz-type) inhibitor 
family signature II 


12.35 3.81e-10 294-304 


1189 


PR00759B 


Basic protease (Kunitz-type) inhibitor 
family signature II 


12.35 8. 71e-12 256-266 



1189 


PR00759C 


Basic protease (Kunitz-type) inhibitor 
family signature III 


12.43 6.00e-14 304-319 


1189 


PR01215A 


Alpha-l-microglobulin signature I 


14.08 3.25e7l8 32-45 


1189 


PR01215B 


Alpha-l-microglobulin signature II 


14.28 7.00e-15 47-58 


1189 


PR01215C 


Alpha- 1 -microglobulin signature III 


8.22 3.63e-19 91-106 


1189 


PR01215D 


Alpha-l-microglobulin signature IV 


12.88 1.53e-27 113-132 


1189 


PR01215E 


Alpha-l-microglobulin signature V 


IT OT 1 C(L~ O/l \AZ 1 Af. 

l/.oj l.ooe-Z't iHO-ioo 


1189 


PR01215F 


Alpha-l-microglobulin signature VI 


10.31 9.59e-25 173-192 


1189 


PR01273A 


Invertebrate colouration protein signature I 


14.08 3.53e-09 33-49 


1200 


IPB001594 


DHHC-type Zn-fmger 


23.81 7.47e-31 99-143 


1201 


IPB001909 


KRABbox 


17.37 9.61e-26 35-69 


1202 


IPB001909 


KRABbox 


17.37 9.61e-26 35-69 


1203 


IPB000961A 


Protein kinase C-terminal domain 


16.82 5.97e-09 74-108 


1204 


IPB000001D 


Kringle 


11.31 3.92e-15 81-97 


1204 


IPB000126A 


Serine proteases, V8 family 


11.75 9.51e-12 81-96 


1204 


IPB000177K 


Apple domain 


13.19 3.55e-ll 83-115 


1204 


IPB001254A 


Serine proteases, trypsin family 


9.98 6.06e-18 81-97 


1204 


PR00722A 


Chymotrypsin serine protease family (SI) 
signature I 


12.06 3.37e-17 82-97 



1208 


PR00179B 


Lipocalin signature II 


7.67 7.30c-09 121-133 


1208 


PR01174F 


Retinol binding protein signature VI 


11.76 9.34e-09 120-136 


1208 


PR01254A 


Prostaglandin D synthase signature 1 


12.32 9.79e-09 31-54 


1208 


PR01275B 


Neutrophil gelatinase lipocalin signature II 


9.02 3.16e-l 1 39-49 


1209 


IPB001007C 


von Willebrand factor, type C repeat 


20.89 5.97e-10 34-55 


1212 


PR00019A 


Leucine-rich repeat signature I 


11.72 2.50e-12 177-190 


1212 


PR00019A 


Leucine-rich repeat signature I 


1 1.72 7.82e-09 390-403 


1212 


PR00019B 


Leucine-rich repeat signature II 


11.42 1.64e-13 174-187 


1212 


PR00019B 


Leucine-rich repeat signature II 


11.42 9.18e-l 1 387-400 


1213 


IPB000834B 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (Ml 4) family 


13.51 2.50e-17 103-117 


1213 


IPB000834C 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (M14) family 


17.20 2.80e-15 172-188 


1213 


IPB000834D 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (Ml 4) family 


18.95 4.72e-12 199-225 


1213 


IPB000834E 


Zinc carboxypeptidases, carboxypeptidase 
A metalloprotease (Ml 4) family 


9.80 2.15e-09 228-242 


1213 


PR00765B 


Carboxypeptidase A metalloprotease (M14) 
family signature 11 


14.48 1.39e-15 99-113 


1213 


PR00765C 


Carboxypeptidase A metalloprotease (M14) 
family signature III 


10.88 1.82e-10 179-187 


1213 


PR00765D 


Carboxypeptidase A metalloprotease (M14) 
family signature IV 


14.06 9.45e-12 233-246 


1214 


PR01536C 


Interleukin-1 receptor type I and type II 
family signature III 


19.92 7.00e-09 67-90 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 1.30e- 11 56-93 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 2.22e-15 44-81 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 2.29e-19 38-75 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 2.74e-09 20-57 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 2.82e-15 68-105 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 3.05e-10 92-129 
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1221 


IPB000885A 


— i—T, 7i : — n : 

Fibrillar collagen C-terminal domain 


11.46 3 22e-l 1 26-63 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 3 34e-14 89-126 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 3 36e-12 32-69 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 3 57e-14 47-84 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


1 1 46 4 16e-15 71-108 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


1 1 46 4 I7e-16 80-1 17 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 4 28e-15 41-78 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 464 62e- 14 65- 1 02 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 4 65e-15 50-87 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 5 56e-13 62-99 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


1 1 A(\ S <fyf^ ]A R3 190 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 5 91e-14 29-66 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 7 07e-10 95-132 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 7 46e-16 86-123 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 7 59e-16 77-114 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11 46 8 29e-12 53-90 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


1 1. *+o o.joe-i^t jy-yo 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


1 1 Af. Q ftlV 10 7? 


1221 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 9.42e-14 74-111 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


Id u i fin- Ofl 70 1 

ly.iD i.uue-zu /z-i/j 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 1 22e-16 33-86 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 1 47e-18 51-104 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 1 51e-21 69-122 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


1 Q 1 <\ 1 7z1a 7Pi 1f\ RQ 

ly.iD i . /ne-zu jo-oy 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 1 94e-10 90-143 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


iy. id i.yoc-uy id-oo 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


10 K 0 ^la 14 97 Rft 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


1 O 1 S T fi^o 1 7 7S 131 

iy. id j.uje-i / /o-iji 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 3 22e-15 24-77 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


ly.iD j.o4e-ij oh-ij/ 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


10 K1 Q< P 7/1 Al OS 

ly.lD i.yjQ-c°r ^L-yj 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


1 0 1 <\ A 1 &p 1 R 3(1 R3 


1221 


1PB000885B 


Fibrillar collagen C-terminal domain 


19 15 4 32e-23 75-128 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 4 70e-20 60-113 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 5 07e-20 45-98 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 6 40e-09 3-56 


1221 ... 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 6 61e-18 63-116 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 7 62e-22 57-110 


1221 


IPB000885B 


Fibrillar collagen C-tenninal domain 


19 15 7 63e-09 9-62 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19 15 7 71e-09 12-65 


_1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 7.81e-21 39-92 


_1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 7 84e-19 66-119 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


1Q K 7 Q< p 11 1 O 71 

ly.iD /.yje-ij 10-/1 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


ly.iD o.cye-iu yo-140 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 9.07e-22 54-107 




IPB000885B 




19.15 9.16e-12 81-134 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 9.41e-13 21-74 


1221 


IPB000885B 


Fibrillar collagen C-tenninal domain 


19.15 9.88e-20 48-101 


1221 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 9.91e-12 87-140 


1221 


IPB001073A 


Complement Clq protein 


22.14 1.00e-ll 40-74 


1221 


IPB001073A 


Complement Clq protein 


22.14 1.42e-09 55-89 


1221 


IPB001073A 


Complement Clq protein 


22.14 1.67e-ll 79-113 


1221 


IPB001073A 


Complement Clq protein 


22.14 2.97e-09 43-77 
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— 










TTJT4AA1 A71 A 


— -— ; — 

Complement Clq protein 


22.14 3.39e-09 91-125 


"tUt — 
— 


lonnni mi a 


Complement Clq protein 


22.14 3.75e-10 31-65 


— 


irjpUUIv / jJ\ 


Comp emen q pro em 


22.14 4.09e-09 85-119 


-pfr — 


IPB001073A 


— — ^- qp 


22.14 4.45e-13 34-68 


— 


IPB001073A 


Complement Clq protein 


22.14 4.60e-12 94-128 


J221 


IPB001073A 


Complement Clq protein 


22.14 5.50e-ll 88-122 


j£fl — 


1PB001073A 


Complement Clq protein 


22.14 5.67e-ll 76-110 


J221 


IPB001073A 


Complement Clq protein 


22.14 7.10e-10 52-86 


~rf^ — 


IPB001073A 


Complement Clq protein 


22.14 7.33e- 11 82-116 





TTJT4AA1 A7** A 
lr£>UUiU/JA 


Complement C 1 q protein 


22.14 7.51e-13 37-71 




iPDnni {\tx a 

IrxJUUlU MA 


comp emen QP . 1 


22.14 7.83e-ll 97-131 




1221 


IPBOO 1 073 A 


Complement Clq protein 


22 14 8 17e-10 58-92 


J : 221 


IPB001073A 


Complement Clq protein 


22 14 8,59e-09 49-83 


J^21 


IPBOO 1073 A 


Complement Clq protein 


22 14 9 81e-13 100-134 


_JL221 


IPB001Q73J3 


Complement Clq protein 


20 88 7 75e-28 150-184 


1221 


IPB001073C 


Complement Clqj>rotein 


13.07 8.56e-16 214-233 


1221 


IPBOO 1073D 


Complement Clq protein 


1 £A 1 KQa AO. 0<1 0£A 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 l,09e-13 82-134 






4 procollagen 


— — - — — 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 ] ,39e-09 91-143 






4 procollagen 


— — 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 1.42e-16 64-116 






4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 2.41e-17 31-83 






4 procollagen 


— — — — — 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 2.47e-16 76-128 






4 procollagen 


— - — — 


1221 


IPBOO 1442A 


C-terminal tandem repeated domain in type 


26.12 2.73e-17 67-119 






4 procollagen 


. 


1221 


IPBOO 1442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26. 12 2.89e-20 49-101 


1221 


IPBOO 1442A 


C-terminal tandem repeated domain in type 


26.12 3.97e-09 10-62 






4 procollagen 





1221 


IPBOO 1442 A 


C-terminal tandem repeated domain in type 


26.12 4.03e-16 79-131 






4 procollagen 




1221 


IPBOO 1442 A 


C-terminal tandem repeated domain in type 


26. 12 4.79e-20 46-98 






4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 4.80e-17 25-77 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 4.80e-17 28-80 






4 procollagen 





1221 


IPBOO 1442A 


C-terminal tandem repeated domain in type 


26.12 4.82e-21 40-92 






4 procollagen 





1221 


IPBOO 1442A 


C-terminal tandem repeated domain in type 


26.12 4.96e-12 13-65 






4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 5.85e-09 88-140 






4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 6.56e-l 8 34-86 






4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 6.77e-14 22-74 






4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 7.39e-23 37-89 


1221 


IPBOO 1442A 


C-terminal tandem repeated domain in type 


26.12 7.55e-1416-68 
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4 procollagen 




1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 7.99e-20 70-122 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 8.07e-22 43-95 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 8.30e-23 61-113 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 8.58e-20 58-110 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 9.09e-15 19-71 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 9.18e-19 55-107 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 9.37e-12 85-137 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 9.56e-18 73-125 


1221 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 9.59e-24 52-104 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 1.00e-ll 104-124 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 1.49e-09 47-67 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 1.85e-09 107-127 




1PB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 2.82e-09 41-61 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 2.82e-09 86-106 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 3.31e-09 71-91 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 3.55e-09 56-76 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 3.68e-09 50-70 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 3.92e-09 68-88 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 5.14e-09 89-109 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 5.24e-10 101-121 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 6.01e-10 38-58 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 6.72e-09 59-79 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 7.81e-09 35-55 


1221 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 9.15e-09 44-64 


1221 


PR00007A 


Complement C1Q domain signature I 


20.64 7.47e-17 143-169 


1221 


PR00007B 


Complement C1Q domain signature II 


15.63 5.26e-14 170-189 


1221 


PR00007C 


Complement C1Q domain signature III 


16.13 2.07e-14 214-235 


1221 


PR00007D 


Complement C1Q domain signature IV 


9.66 3.91e-10 249-259 


1223 


IPB000053H 


Thymidine/pyrimidme-nucleoside 


12.28 9.76e-09 28-37 
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phosphorylase 




1223 


IPB000095E 


PAK-box /P21-Rho-binding 


17.62 4.19e-ll 275-320 


1223 


IPB000494C 


Epidermal growth-factor receptor (EGFR), 
L domain 


24.40 3.60e-31 261-307 
— — — — 


1223 


IPB000494D 


Epidermal growth-factor receptor (EGFR), 
L domain 


19.44 7.50e-29 322-371 


1223 


IPB000494E 


Epidermal growth-factor receptor (EGFR), 
L domain 


01 tZ* T AAe. 7A A\ A 


1223 


IPB000861F 


PKN/rhophilin/rhotekin rho-binding repeat 


16 50 3 15e-ll 268-322 


1223 


IPB000959B 


POLO box duplicated region 


15 68 1 99e-10 251-291 


1223 


IPB000961C 


Protein kinase C-terminal domain 


15.48 6.29e-13 274-308 


1223 


IPB001245A 


Tyrosine kinase catalytic domain 


22.45 7.19e-26 267-307 


1223 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 5.24e-23 325-363 


1223 


IPB001359H 


Synapsin 


22 58 3 51e-10 803-853 


1223 


IPB001359H 


Synapsin 


22.58 6.85e-09 777-827 


1223 


IPB001772C 


Kinase associated domain 1 


20.66 7.93e-13 262-292 


1223 


IPB003306E 


WIF domain 


25.51 5.35e-12 379-424 


1223 


IPB003527C 


MAP kinase 


14.70 2.48e-14 259-307 


1223 


PR00109A 


Tyrosine kinase catalytic domain signature I 


12.56 5. 14e-10 237-250 


1223 


PR00109B 


Tyrosine kinase catalytic domain signature 
II 


11.07 2.61e-18 274-292 


1223 


PR00109C 


Tyrosine kinase catalytic domain signature 
III 


11.86 1.87e-10 324-334 
— -— — — 


1223 


PR00109D 


Tyrosine kinase catalytic domain signature 
IV 


17.61 7.12e-21 343-365 
——————— — 


1223 


PR00109E 


Tyrosine kinase catalytic domain signature 
V 


12.99 5.09e-20 388-410 


1223 


PR01217B 


Proline rich extensin signature II 


4.82 6.09e-09 927-943 


1224 


PR00453A 


Von Willcbrand factor type A domain 
signature I 


11.78 3.15e-09 50-67 


1225 


IPB000734 


Lipase 


10.25 8.13e-09 164-178 


1227 


IPB001304A 


C-type lectin domain 


17.98 3.48e-10 41-65 


1227 


IPB001304B 


C-type lectin domain 


10.18 5.95e-09 99-111 


1227 


PR01504F 


Pancreatitis-associated protein signature VI 


12.72 6.45e-09 153-167 


1237 


IPB002181A 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


18.44 2.32e-10 244-260 

— — — 


1237 


IPB002181B 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


20.16 9.57e-10 271-307 


1237 


IPB002181C 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


f\f\ — 

15.87 1.00e-08 294-306 


1237 


IPB002181D 


Fibrinogen beta and gamma chains C- 
terminal globular domain 


29 18 5 14e-19 312-352 


1257 


IPB000483 


Leucine rich repeat C-terminal domain 


1 1 1 Q 1 HO All 


1257 


PR00019B 


Leucine-rich repeat signature II 


11 42 8 33e-10 124-137 


1257 


PR00019B 


Leucine-rich repeat signature II 


11.42 8.33e-10 316-329 


1263 


IPB001762A 


Disintegrin 


23.93 6.45e- 17 434-474 




TD"nr»ni7^9A 
lrrSUUl /OZA 


Disintegrin 


23.93 6.47e-09 416-456 


1263 


IPB002870A 


Reprolysin family propeptide 


12.22 3.3 le-10 63-79 


1263 


IPB002870B 


Reprolysin family propeptide 


24.73 6.56e-14 109-147 


1263 


IPB002870E 


Reprolysin family propeptide 


11.90 2.50e-ll 341-353 


1263 


PR00289A 


Disintegrin signature I 


14.29 2.65e-13 450-469 


1263 


PR00873D 


Echinoidea (sea urchin) metallothionein 
signature IV 


8.25 7.35e-09 608-626 


1264 


IPB002168A 


Lipolytic enzymes 


11.40 5.07e-ll 139-153 
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— 
IPB002168B 


Lipolytic enzymes 


30.88 5.14e-19 157-204 





IPB002168C 


Lipolytic enzymes 9.77 4.00e-16 216-229 




~T^!z 


IPB002168D 


Lipolytic enzymes 


19.85 6.70e-18 369-393 


"T^I 


lrtsUUZ4oyi 


Dipeptidyl peptidase IV, N-terminus 


10.99 6.29e-09 211-229 


j 2 -^ — 


pp m A/inn 


Tyrosyl-tRNA synthetase signature II 


14.69 7.00e-09 245-260 


^ — 


IPB000753A 


Clusterin 


12.20 6.45e-18 2-16 




IPB000753B 


Clusterin 


11.42 1.00e-40 39-83 


— 
1266 — 


IPB000753D 


Clusterin 


15.34 1.00e-40 163-204 


J266 


IPB000753E 


Clusterin 


13.24 1.00e-40 230-279 


J266 


IPB000753F 


Clusterin 


17.89 1.00e-40 310-361 


1266 


IPB000753Q 


Clusterin 


17.73 9.55e-24 372-390 


~T§H 


IPB0002 1 5 A 


Serpins 


13.01 9.14e-18 107-130 


j~L 


IPB00021 5C 


Serpins 


13.90 7.88e-15 211-225 


_126J7 — 


IPB000215D 


Serpins 


15.35 3.74e-17 314-340 


-|=|| — 


IPB000215E 


Serpins 


15.36 6.68e-16 401-425 


4^ — 


IPB000215A 


Serpins 


13.01 9.14e-18 125-148 


1268 


IPB000215B 


Serpins 


9.87 1.82e-ll 218-230 


J268 


IPB000215C 


Serpins 


13.90 7.88e-15 247-261 


J268 — 


1PB000215D 


Serpins 


15.35 3.74e-17 350-376 


J268 


IPB000215E 


Serpins 


15.36 7.19e-18 437-461 


J273 


IPB001307A 


Rhodanese signatures 


11.98 8.64e-10 10-20 


_1273 


IPB001307B 


Rhodanese signatures 


16.09 3.89e-14 48-61 


J273 


IPB001307C 


Rhodanese signatures 


15.11 1.28e~15 82-101 


_L/73 


1PB001307D 


Rhodanese signatures 


15.87 4.00e-26 110-135 


1273 


IPB001307E 


Rhodanese signatures 


13.19 5.36e-10 180-191 


j 2 ^ 


IPB001307G 


Rhodanese signatures 


11.73 9.31e-16 251-263 




IPB000001D 


Kringle 


11.31 4.95e-14 147-163 


~y — 
rp — 


IPBOOOOOIG 


Kringle 


29.29 4.46e-ll 259-287 


7 


IPBOO0OO1H 


Kringle 


12.24 2.80e-10 299-309 




IPB000126A 


Serine proteases, V8 family 


11.75 9.25e-10 147-162 





IPB000177K 


Apple domain 


13.19 2.18e-ll 149-181 


1274 


IPB000177L 


Apple domain 


11.33 9.92e-10 178-216 




IPB000177N 


Apple domain 


10.17 5. 19e-24 289-323 


1274 


IPB000177O 


Apple domain 


14.39 9.00e-16 324-352 


1274 


IPB001254A 


Serine proteases, trypsin family 


9.98 3.37e-16 147-163 


1274 


IPB001254B 


Serine proteases, trypsin family 


15.01 5.50e-16 297-320 


1274 


IPB001254C 


Serine proteases, trypsin family 


16.54 4.86e-20 327-346 


1274 


IPB002093D 


BRCA2 repeat 


8.99 9.77e-09 S-46 


1274 


PR00722A 


Chymotrypsin serine protease family (SI) 
signature I 


12.06 3.88e-15 148-163 


1274 


PR00722B 


Chymotrypsin serine protease family (SI) 


12.69 3.74e-09 203-217 


1274 


PR00722C 


Chymotrypsin serine protease family (SI) 
signature III 


10.74 1.69e-14 296-308 


1279 


PR00704I 


Calpain cysteine protease (C2) family 
signature IX 


9.42 4.14e-14 145-173 


1284 


IPB001706 


Ribosomal protein L35 


21.01 1.00e-18 119-157 


1285 


IPB001706 


Ribosomal protein L35 


21.01 1.00e-18 119-157 


1287 


IPB000822 


Zinc finger, C2H2type 


14.67 1.43e-ll 399-424 


1287 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.50e-20 259-284 


1287 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.25e-19 231-256 


1287 


IPB0D0822 


Zinc finger, C2H2 type 


14.67 5.50e-19 343-368 


1287 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.54e- 18 203-228 
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IPB000822 


—. — 

— nger ' — ~ yp e 


14.67 8.50e~13 315-340 


— — — 

"HP — 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.62e-18 287-312 




IPB000822 


Zinc finger, C2H2 type 


14 67 9 10e-22 175-^00 


— 


IPB000822 


r\\fr\\^\ V u- a- . 


14 67 9 10e-22 371-396 


— 
"T§P — 


rDnfvii77^ 

IrxJlMJlz / J 


DM DNA binding domain 


19 17 2 75e-12 359-398 


°1 


IPB001275 


DM DNA binding domain 


19 17 3 57e-ll 275-314 


"TtI^ — 


Tpnnm 77> 


DM DNA binding domain 


19 17 4 34e-ll 191-230 


— 


IPB001275 


r^\!r r!xr^ u- R j-"^ *?° ma ! n 


19 17 9 60e-12 247-286 


— ^ — 




DM DNA binding domain 


19 17 9 87e-12 331-370 


— — ^ — 




KRAB box 


17 37 3 33e-22 16-50 


— — ^ — 


PT?ftftAAQ A 


C2H2-type zinc finger signature I 


y.y4 z.oye-iz :>yo-4uy 




rK.UUU4SA 


C2H2-type zinc finger signature I 


Q GA 7 fiQ 1Afi 

y.y4 z.ooe-uy j4U-jjj 


— 


JrKUUU4oA 


C2H2-type zinc finger signature I 


Q OA 1 lie* 1 A 7G1 


411^ — 


PR00048A 


C2H2-type zinc finger signature I 


0 OA *. 1 1 A OCA 007 

y.y4 3,ije-i4 Zo4-zy/ 


"riir — 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.63e-09 312-325 


— 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.73e-10 256-269 


— 




C2H2-type zinc finger signature I 


y.y4 y.j>oe-ij) zuu-zij 


Yz^L — 


ppnnri/1 en 


C2H2-type zinc finger signature 11 


^ <*> 1 (\(\t* 17 1CQ 107 

o.dz i.uue-iz loo-iy/ 


Yzli — 


PR00048B 


C2H2-type zinc finger signature II 


D.DZ D.ZDe- 11 0<S4-jyj 


Yz~l — 


PR00048B 


C2H2-type zinc finger signature II 


j.dz 4.uue-uy JDooto 


Yz°L — 


PR00048B 


C2H2-type zinc finger signature II 


c CO A 1A 1AA 7*7 
j.DZ4.oOe-lU Z44-ZJJ 


~ZZL — 


PR00048B 


C2H2-type zinc finger signature II 


* *. *.rw c\q inn 'JrtG 


rrj — 


PR00048B 


C2H2-type zinc finger signature 11 


5.52 7.00e-12 272-281 


-j^ — 


IPB000034C 


Laminin B 


12.97 7.31e-09 54-72 




IPB000^61 


EGF-like domain 


4 89 8 07e-OQ 54-62 


— — — 


IroUUl / /4JJ 


Delta serrate ligand 


10 77 *. 01 ftG 7A 

vy.Lj D.yie-uy zu-oo 


Tt"q1 — 
— 


TPonnmn'7D 
IrrJUUlUU /r> 


von Willcbrand factor, type C repeat 


m cvx 7 co^ no oo 101 
z.oye-uy yz-iui 


— 


IPB000822 


Zinc finger, C2H2 type 


14.0/ i,UUe-lo 4j3-4j>iS 


— 


IPB000822 


Zinc finger, C2H2 type 


1/1 fn 1 Oflp. 77 AC\< A1C\ 
14.0/ l.DUe-zz 4Uj-4jU 




IPB000822 


Zinc finger, C2H2 type 


1A f^l 1 On* 77 171 1A£. 

14.0/ i. yue-zz jz i-j4o 




IPB000822 


Zinc finger, C2H2 type 


t4 67 4 00e-10 265-290 


— ^ — 

— — 


lrr>UUUfiZZ 


Zinc finger, C2H2 type 


14 67 4 86e-10 489-514 


-rr|^ 


IrtJUUiJoZZ 


Zinc finger, C2H2 type 


14 67 6 25e-19 377-402 




IPB000822 


Zinc finger, C2H2 type 


14 67 7 75e-20 461-486 


Txk — 


IPB000822 


Zinc finger, C2H2 type 


14 67 8 50e-19 349-374 


— — 


1PB001222 


TFIIS zinc ribbon doma 




24 63 3 66e-09 433-469 


— — 


TPnnni 77*. 
IrmJUlZ / j 


DM DNA binding doma 




19 17 3 85e-09 309-348 


— 

"TtI^ 


IPB001275 


DM DNA binding doma 




19 17 4 77e-10 337-376 





IrDUU IZ 10 


DM DNA binding doma 




iq 17 c o% AQ A7 1 Af>(\ 

iy. i/ j.zze-uy 4zi-4ou 





IPB001275 


DM DNA binding doma 




1 0 1 7 S A7o 1 n lOI A17 

iy. 1 / o.4ze-iu oyj-mz 





IPB001275 


DM DNA binding doma 




19.17 9.27e- 1 0 449-48 8 




IPB001909 


KRAB box 


17 37 9 50e-32 10-44 


— — — 

-^=~ — 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.00e-10 318-331 


| — 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.00e-13 402-415 




PR00048A 


C2H2-type zinc ringer signature I 


9.94 1.64e-13 346-359 


ilii — 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.76e-12 374-387 


1295 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.85e-14 458-471 


1295 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.92e-14 486-499 


1295 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8.62e-14 430-443 


1295 


PR00048B 


C2H2-type zinc finger signature II 


5.52 1.50e-09 418-427 


1295 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.50e-09 474-483 


1295 


PR00048B 


C2H2-type zinc finger signature II 


5.52 6.79e-10 334-343 


1295 


PR00048B 


C2H2-type zinc finger signature II 


5.52 8.50e-09 390-399 
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1296 — 


o 

IPB000822 


— — 

Zinc finger, C2H2 type 


14.67 1.69e-18 304-329 


J296 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.25e-14 444-469 


J296 — 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.77e-18 220-245 


1296 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.25e-19 248-273 


1296 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.73e-21 416-441 


1296 


IPB000822 


Zinc finger, C2H2 type 


14 67 7.00e-20 276-301 


1296 


IPB000822 


Zinc finger, C2H2 type 


14 67 8 20e-16 388-413 


1296 


IPB000822 


Zinc finger, C2H2 type 


14 67 8 20e-23 192-217 


1296 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.36e-21 332-357 


1296 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.50e-19 472-497 


1296 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.62e-18 500-525 


-i 2 ^ — 


IPB000822 


Zinc finger, C2H2 type 


14 67 9 18e-21 360-385 




IPB001275 




19.17 1.97e-10 488-527 


— 
1 — 


IPB001275 


DM DNA binding domain 


19.17 2.37e-09 376-415 


1296 — 


IPB001275 


DM DNA binding domain 


19.17 2.95e-10 264-303 


— 


IPB001275 


DM DNA binding domain 


19.17 3.96e-09 236-275 


_1296 — 


IPB001275 


^ M )??^ j™ j! ng < | oma ' n 


19.17 5.10e-09 432-471 


1296 


IPB001275 


DM DNA binding domain 


19.17 5.38e-10 208-247 


1296 


IPB001275 


DM DNA binding domain 


19 17 5.50e-10 404-443 


1296 


IPB001275 


DM DNA binding domain 


19 17 5 76e-ll 460-499 


1296 


IPB001275 


DM DNA binding domain 


19.17 5.90e-09 180-219 


129 . 6 . 


IPB001275 


DM DNA binding domain 


19.17 6.79e-ll 348-387 


129 . 6 . 


IPB001275 


DM DNA binding domain 


19 17 8.30e-10 320-359 


J296 — 


IPB001909 


KRAB box 


17 37 s ! ^0e-37 16-50 


_1296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.38e-09 217-230 


1296 _ 


PR00048A 


C2H2-type zinc finger signature I 


9 94 o 06e-12 ^45-258 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9 94 2 06e-12 301-314 


1296 


PR00048A 


C2H2-type zinc finger signature 1 


9 94 3 86e-10 273-286 


J296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 4.71e-12 413-426 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 4.86e-13 329-342 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.50e-15 385-398 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9 94 5 50e-15 469-482 


J296 


PR00048A 


C2H2-type zinc finger signature I 


9 94 5 91e-10 497-510 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.14e-13 189-202 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.14e-13 525-538 


1296 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.82e-12 357-370 




PR00048B 


C2H2-type zinc finger signature II 


5.52 1.00e-10 261-270 


| 296 _ 


PR00048B 


C2H2-type zinc finger signature II 


5.52 1.00e-10 289-298 


1296 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.29e-10 205-214 


1296 


PR00048B 


C2H2-type zinc finger signature II 


5.52 4.86e-10 513-522 


1296 


PR00048B 


C2H2-type zinc finger signature II 


5 52 5.50e-10 317-326 


1296 


PR00048B 


C2H2-type zinc finger signature II 


5 52 5 50e-10 485-494 


1296 


PR00048B 


C2H2-type zinc finger signature II 


5 52 5 50e-ll 345-354 


1296 


PR00048B 


C2H2-type zinc finger signature II 




1296 


PR00048B 


C2H2-type zinc finger signature II 


n i^o 1 1 /loo /iao 






binding region 


5.86 1.00e-ll 188-198 


1299 


IPB001818B 


Matrixin 


26.48 4.63e-13 87-128 


1299 


IPB001818C 


Matrixin 


24.38 4.54e-09 134-179 


1299 


IPB001818D 


Matrixin 


14.91 3.36e-25 182-213 


1299 


IPB001818E 


Matrixin 


8.86 4.26e-10 222-235 


1299 


IPB002870E 


Reprolysin family propeptide 


11.90 2.00e-09 190-202 


1299 


PR00138A 


Matrixin signature I 


12.54 9.25e-10 37-50 
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PR00138B 


- . : 

Matrixin signature II 


14.84 4.51e-ll 106-121 


"g 


PR00138C 


Matrixin signature III 


20.07 8.86e-ll 132-160 


p 


PR00138D 


Matrixin signature IV 


14.57 1.86e-21 188-213 


"l299 


PR00138E 


Matrixin signature V 


7.10 9.77e-l 1 222-235 


1299 


PR00480B 


Astacin family signature II 


14.35 1.14e-09 183-201 


1301 




Immunoglobulin and major 
histocompatibility complex domain 


20.23 6.09e-ll 150-187 


1305 — 


IPB002579C 


Domain of unknown function DUF25 


13.50 3.89e-28 75-102 


1305 


IPB002579D 


Domain of unknown function DUF25 


11.55 7.92e-12 128-139 


— 


IPB002579E 


Domain or unknown function DUF25 


12.14 9.31e-13 149-159 




IPB002350 


Kazal-type serine protease inhibitor family 


31.78 4.09e-16 28-68 


~1307 — 


PR00290B 


Kazal-type serine protease inhibitor 
signature ___ . — . 


16.63 1.26e-10 39-50 


1308 


IPB001462G 


riepadnaviral P protein C-termmal domain 




17.22 3.38e-09 52-72 


-jfll 


IPB001271 


^y™. a j7 n defe ° sin _ — — 


19.97 3.42e-21 139-167 




IPB002041A 


Ol r-bmoing nuclear protein Ran family 


11.12 9.36e-12 63-107 


1312 


PR00449A 


Transforming protein P2 1 ras signature I 


12.48 2.57e-16 63-84 


1312 


PR00449B 


Transforming protein P2 1 ras signature II 


14.39 4.81e-09 86-102 


1312 


PR00449C 


Transforming protein P2 1 ras signature III 


15.70 8.26e-12 103-125 


1312 


PR00449D 


Transforming protein P21 ras signature IV 


10.27 6.50e-13 167-180 


1312 


PR00449E 


Transforming protein P2 1 ras signature V 


13.39 2.04e-13 201-223 


1314 


IPB000822 


Zinc finder C2H2 type 


14.67 1.69e-18 165-190 


1314 


IPB000822 


Zinc finder C2H2 type 


14.67 1.75e-19 305-330 


-- 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.93e-17 277-302 




IPB000822 


Zinc ringer. C2H2 type 


14.67 3.08e-18 193-218 


1314 


IPB000822 




14.67 6.40e-16 221-246 


1314 


IPB000822 


Zinc finger' C2H2 type 


14.67 6.63e-14 333-358 


1314 


1PB000822 


Zinc finger C2H2 type 


14.67 9.31e-18 249-274 


itH — 


IPB001275 


DM DNA d""^'^ j"™'" 


19.17 2.88e-12 321-360 




IPB001275 


DAT nMA I" " lg -~^ rI ^ 


19.17 3.43e-10 209-248 


1314 


IPB001275 


.I" .l" 8 ^° mam 


19.17 4.16e-10 265-304 


1314 


IPB001275 


DM DinA binding domain 


19.17 4.86e-l 1 237-276 


1314 


IPB001275 


DM DNA binding domain 


19.17 5.26e-10 293-332 




IPB001275 


DM DNA binding domain 


19.17 6.66e-ll 181-220 


1314 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.23e-10 302-315 


1314 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.29e-13 330-343 


"ill! 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.93e-13 218-231 




PR00048A 


C2H2-type zinc finger signature I 


9.94 4.86e-13 190-203 


1314 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.26e-ll 274-287 


1314 


PR00048A 


rnljo"!^ 6 !! nger s ig nature 1 


9.94 6.14e-13 162-175 


-|||| 


PR00048A 


C2H2-type zinc ringer signature I 


9.94 8.07e-13 358-371 




PR00048A 


C2H2-type zinc finger signature I 


9.94 8.88e-09 246-259 


1314 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.29e-10 178-187 


1314 


PR00048B 


^w^u^ Z "!° if °y s 'P ia ^ ure 11 


5.52 3.57e-10 318-327 


"T315 


IPB000006 


Vertebrate metallothionem, family 1 


13.41 1.58e-10 78-123 


1315 


IPB000006 


Vertebrate nietallothionein, family 1 


13.41 1.92e-09 88-133 


1315 


IPB000006 


Vertebrate metallothionein. family 1 


13.41 2.06e-10 63-108 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 2.65e-09 28-73 


1315 


IPB000006 


Vertebrate metallothionein. family 1 


13.41 2.93e-09 5-50 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.07e-12 72-117 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.57e-09 82-127 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 4.86e-09 83-128 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.06e-10 56-101 



WO 03/054152 PCT/US02/39555 
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J315 


— 

IPB000006 


— - ;— r-. : j r. — : 

Vertebrate metallothionein, family i 


13.41 5.06e-10 77-122 


J3L5 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.10e-ll 46-91 


J315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.68e-09 36-81 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.96e-09 48-93 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.30e-ll 87-132 


jm 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.33e-09 25-70 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.97e-09 93-138 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.48e-10 15-60 




IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.20e-ll 101-146 


"liii — 


IPB000006 




13.41 8.44e-09 73-118 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.81e-09 61-106 




IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.84e-10 33-78 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.38e-12 34-79 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13 41 9 82e-09 91-136 


1315 


IPB000006 


Vertebrate metallothionein, family 1 


13 41 9 90e-10 102-147 


1315 


IPB000359B 


Cystine-knot domain 


19 26 3 48e-10 129-147 


1315 


IPB000359B 


Cystine-knot domain 


ly.zo cone-uy yu-iuo 


1315 


IPB000437 


Prokaryotic membrane lipoprotein lipid 
attachment site 


13.83 7.23e-10 10-21 


1315 


IPB000437 


Prokaryotic membrane lipoprotein lipid 
attachment site 


i3.o-> y.jsie-iu zuoi 


1315 


IPB000726B 


Glycoside hydrolase family 19 


5 39 5 68e-l 18-18 


1315 


IPB000726B 


Glycoside hydrolase family 19 


5 39 7 84e-ll 18-28 


1315 


IPB001007C 


von Willebrand factor, type C repeat 


20 89 4 27e-09 74-95 


J315 


IPB001 169K 


Integrin beta, C-terminus 


27.45 1.00e-10 10-52 


1315 


TPBOOl 169K 


Integrin beta, C-terminus 


27.45 2.21e-ll 81-123 





IPB001169K 


Integrin beta, C-terminus 


27.45 4.04e-09 18-60 


1315 


IPB001169K 


Integrin beta, C-terminus 


27.45 4.77e-13 3-45 


1315 


IPB001 169K 


Integrin beta, C-terminus 


27.45 7.31e-ll 13-55 


1315 


IPB001271 


Mammalian defensin 


19.97 1.00e-10 12-40 


1315. 


IPB001762A 


Disintegrin 


23.93 2.24e-09 75-115 


1315 


IPB001762A 


Disintegnn 


23.93 2.41e-09 95-135 


1315 


IPB001762A 


Disintegrin 


23.93 5.41e-09 114-154 


1315 


IPB002174A 


Furin-like cysteine rich region 


30.51 1.79e-ll 5-36 


1315 


IPB002174A 


Furin-like cysteine rich region 


30.51 1.90e-09 56-87 


1315 


IPB002174A 


Furin-like cysteine rich region 


30.51 3.19e-10 12-43 


_L315 


IPB002174A 


Funn- l e cys eine ric region 


30.51 9.16e-12 2-33 


_1315 


IPB002494A 


K.era in, lg su ur pio ein 


12.44 1.00e-08 15-48 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 l.lle-11 122-155 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.67e-12 68-101 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


\2 44 1.72e-14 74-107 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12 44 1 75e-ll 49-82 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12 44 2 00e-12 11-44 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12 44 2 07e-l 1 64-97 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12 44 2 33e-12 54-87 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.85e-17 78-111 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.42e-09 98-131 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.52e-09 79-112 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.00e-15 117-150 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.60e-10 21-54 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.65e-09 102-135 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.93e-ll 5-38 


1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.00e-15 83-116 
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SEQ 
ID 

JTO: 


Database 
entry ID 


Description 


Results* 


131 -^ 


— — — — 

IPB002494A 


— : ^-7— —. 

Keratin, nigh sulfur 32 protein 


12.44 6.01e-10 63-96 


J315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.13e-09 6-39 


J315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.56e-17 73-106 


J315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.77e-13 16-49 


J315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.24e-10 118-151 


_1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.67e-12 113-146 


_1315 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.00e-19 112-145 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.16e-10 59-92 


"~TF 


IPB002494A 


Keratin, high sulfur B2 piotem 


12.44 8. 56e-14 93-126 


4trl — 


IPB002494A 


Kera m, lgh su ur pro em 


12.44 8.57e-19 88-121 


"TTT 

J315 


IPB002494A 


Kera in, lg su ur pro em 


12.44 8.65e-09 69-102 


Jil^ 


IPB002494A 


Keratin, ig su ur pro em 


12.44 8.67e-10 84-117 


1315 


IPB002494A 


tveram, tg su ur pro ein 


12.44 9.03e-09 89-122 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.71e-09 10-43 


-ftr! — 


IPB002494A 


Keratin, high sulfur B2 protem — _ 


12.44 9.80e-10 103-136 


J315 


IPB002494B 


Kera in, ig su ur_ ~ pro m 


10.58 1.27e-10 141-155 


_1315 


1PB002494B 


Keratin, ig su ur - pro em 


10.58 3.92e-09 107-121 


J315 


IPB002494B 


era m, ig su ur pro em 


10.58 4.49e-10 131-145 




IPB002494B 




10.58 9.10e-12 102-116 


ttr — 




Keratin, ig su ur - ^ 


10.58 9.10e-12 92-106 


: 3 :^ — 


TDKnm/i gap 


era in, lgh su^ur ^ p ^°^ 

era m, ig su ur P 


14.46 1.00e-08 19-62 


— 

4rr — 


IPB002494C 


Keratm, ig su ur protein 


14.46 1.52e-15 86-129 




IPB002494C 




14.46 1.59e-09 14-57 


; — 
- — 


IPB002494C 


Kera m, ig su ur ^ pro em , _ 

Kera m, ig su ur pro em 


14.46 1.79e-10 8-51 


1315 


IPB002494C 


Keratin, high sulfur B2 protem 


14 46 2 55e-l 1 62-105 


J315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.66e-13 61-104 


1315 


TPB002494C 


Keratin, high sulfur B2 protem 


14.46 3.39e-17 101-144 


1315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.46e-16 110-153 


J_315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.80e-10 80-123 


1315 


IPB002494C 


Keratm, high sulfur B2 protein 


14.46 4.71e-25 81-124 


1315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.76e-10 67-110 


J315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.11e-10 111-154 


_1315 


1PB002494C 


Keratin, lgh su ur pro em 


14.46 5.11e-10 52-95 


1315 


IPB002494C 


Keratin, ig su ur pro em 


14.46 5.84e-18 76-119 


J315 


IPB002494C 


K_eratm, high sulfur 132 protem 


14.46 6.42e-10 51-94 


J315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.00e-15 105-148 


_13J5 — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.47e-10 85-128 


J315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.62e-15 96-139 


1315 


IPB002494C 


Keratin, high sulfur B2 protem 


14.46 7.64e-16 66-109 


1315 


IPB002494C 


Keratin, ig su ur ^ pro em 


14.46 7.98e-09 95-138 


_1315 — 


IPB002494C 


Keratin, ig su ur pro ein 


14.46 8.07e-24 91-134 


J315 


IPB002494C 


Keratin, ig su ur pro em 


14.46 8.13e-12 106-149 


1315 


IPB002494C 


Keratin, ig su ur pro ein 


14.46 8.44e-21 71-114 


_1315 


IPB002494C 




14.46 8.45 e- 11 72-115 




IPB002494C 


"Keratin high sulfur B2 protein 


14.46 8.70e-14 90-133 


4fr! — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.00e-ll 46-89 


1315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.30e-14 100-143 


1315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.65e-10 75-118 


1315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.82e-ll 77-120 


1315 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.83e-09 39-82 


1315 


IPB003571B 


Snake toxin 


18.08 1.20e-09 22-45 


1315 


IPB003854B 


Gibberellin regulated protein 


19.26 9.5 le-10 45-83 


1315 


PR00858B 


Crustacean metallothionein signature II 


5.93 3.39e-09 49-67 
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SEQ 


Database 


Description 


Results* 


ID 


entry ID 






-jQ^ — 








y: — 


rKUUojoD 


— -— — : : 

Crustacean metallothionein signature 11 




?} — 


PR00874C 


Fungi-IV metallothionein signature III 


4.37 3.75e-09 48-62 


j 3 — 


PR00876B 


Nematode metallothionein signature II 


7.66 5.01e-09 89-102 


^} — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 1.29e-10 57-102 


3 — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 4.12e-09 37-82 




IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.41e-09 52-97 


— 


1PB000006 


Vertebrate metallothionein, family 1 


13.41 5.59e-09 38-83 


— 

1316 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.68e-09 68-113 


4lrl — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.70e-ll 47-92 


— 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.74e-10 87-132 


A: — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.87e-09 18-63 


— 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.20e-ll 88-133 


~} — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.60e-09 17-62 


— 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.35e-09 23-68 




iroUUUUUu 


Vertebrate metallothionein, family 1 


13.41 8.35e-09 78-123 


— 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8. 45e-10 92-137 


— 

1316 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.70e-ll 22-67 


■~t!t| — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.99e-09 33-78 


~} — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.45e-09 43-88 




IPB000359B 


Cystine-knot domain 


19.26 1.00e-14 90-108 


— 
— 


1PB000359B 


Cystine-knot domain 


19.26 1.56e-09 45-63 


JJ16 


IrrSUUlojyrS 


Cystine-knot domain 


19.26 2.97e-09 80-98 


1316 


IPB000359B 


Cystine-knot domain 


19.26 5.78e-09 120-138 


1316 — 


IPB000359B 


Cystine-knot domain 


19.26 6.25e-12 20-38 


1316 — 


IPB000359B 


Cystine-knot domain 


19.26 8.31e-09 55-73 


1316 


IPB000359B 


Cystine-knot domain 


19.26 9.16e-09 25-43 


1316 


IPB000359B 


Cystine-knot domain 


19.26 9.16e-09 95-113 


"tttI — 


IPB000726B 


Glycoside hydrolase family 19 


5.39 8.46e-09 21-31 


1316 


IPB000970F 


Developmental signaling protein, Wnt-1 


23.43 5.94e-09 59-107 






^ am 'ty ; ; 




1316 — 


IPB001271 


Mammalian defensin 


19.97 1.35e-10 25-53 


"rirf — 


IPB001271 


Mammalian defensin 


19.97 1.88e-10 94-122 


_1316 — 


IPB001271 


Mammalian defensin 


19.97 2.94e-10 75-103 


316 — 


IPB001271 


Mammalian defensin 


19.97 4.93e-09 50-78 


6 — 


IPB001271 


Mammalian defensin 


19.97 4.93e-09 95-123 


1316 — 


IPB001271 


Mammalian defensin 


19.97 5.24e-10 24-52 


— 


IPB001271 


Mammalian defensin 


19.97 5.25e-09 30-58 


_1316 — 


IPB001271 


Mammalian defensin 


19.97 5.58e-09 85-1 13 




IPB001271 


Mammalian defensin 


19.97 7.18e-10 80-108 


— 
; ^ — 


IPB001271 


Mammalian defensin 


19.97 7.22e-09 65-93 


| 31 ^ — 


IPB001271 


Mammalian defensin 


19.97 7.35e-10 40-68 


31 " — 


IPB001271 


Mammalian defensin 


19.97 8.06e-10 89-117 


J316 — 


IPB001271 


Mammalian defensin 


19.97 8.20e-09 35-63 


1316 


IPB001271 


Mammalian defensin 


19.97 8.31e-ll 15-43 


-|||| — 


IPB001271 


Mammalian defensin 


19.97 8.36e-09 84-112 








19 97 8 59e-10 39-67 


1316 


IPB001271 


Mammalian defensin 


19.97 8.85e-09 64-92 


1316 


IPB001271 


Mammalian defensin 


19.97 8.94e-10 49-77 


1316 


IPB001271 


Mammalian defensin 


19.97 9.35e-09 74-102 


1316 


IPB001271 


Mammalian defensin 


19.97 9.67e-09 34-62 


1316 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.97e-09 94-127 


1316 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.23e-18 53-86 


1316 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.85e-13 108-141 
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SEQ 
~n. 

"iffo 1 — 


Database 
entry ID 


Description 


Results* 


— 


IPB002494A 


~~K — f u- h — if P 

era m, lg su ur B protein 


19 AA 7 Q£a 1Q 453 S21 

iz.44 z.ooe-iy 4o-ol 


— 


IPB002494 \ 


Keratin, nigh sullur B2 protein 


17 AA 7 QAo HO AQ Q7 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.33e-12 3-36 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.38e-15 13-46 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.44e-12 18-51 


7316 — 
— 


IPB002494A 


Keratin, high sulfur B2 protein 


12 44 3 67e-12 8-41 


— — — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.71e-19 93-126 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.48e-09 54-87 


— 


IPB002494A 


Keratin, high sulfui B2 piotein 


1 7 AA a 1 n 1 1 a 1^1 

1Z.44 4.0oe-lU llo-ljl 




IPB002494A 


era in, lg su ur protein 


17 AA A 71 a 1 7 7B £1 
IZ.44 4. / ie-i / Zo-01 


7316 — 


IPB002494A 


era m, lg su r pro em 


12 44 4 89e-10 24-57 


1316 — 
— 


IPB002494A 


era in, lign su r pro em 


1 7 AA A 07a HQ f,A 07 

iz.44 4.y/e-uy 04-y / 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.99e-10 29-62 


776 — 


IPB002494A 


Keratin, high sulfur B2 protein 


1 7 AA < ftAp. 1 1 A1 7£ 
1Z.44 J.U4e-l3 4:5-/0 


— — 


IPB002494A 


Keratin, high sulfur B2 protein 


1 7 AA < ^f\f* 17 1C 71 

iz.44 o.iue-i / JO- / 1 


— 

— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.84e-09 59-92 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.92e-14 88-121 


— 


IPB0(P494A 


eratin, lg 1 su ur B protein 


12.44 6.63e-15 83-116 


— — — 


IPB0CP494A 


Keratin, high sulfur B2 protein 


12.44 6.77e-13 68-101 


— — — 




Keratin, high sulfur B2 protein 


12.44 7.22e-17 73-106 


— — — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.58e-09 19-52 




IPB00'M94A 


Keratin, high sulfur B2 protein 


12.44 7.63e-15 103-136 


776 — 
— 


IPB002494A 


Keratin, high sulfur B2 protein 


17 AA 7 87» 1 G 71 S£ 
1Z.44 /.fiZe-lS ZJ-JO 


— 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 8.07e-16 58-91 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.33e-16 63-96 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.94e-17 98-131 


— — — 


lPRfift7AQA A 


Keratin, high sulfur B2 protein 


12.44 9.03e-09 39-72 


— — — 


TPRfin7AQA A 


Keratin, high sulfur B2 protein 


12.44 9.16e-14 78-1 1 1 


— 


lPRflfl7 AQA A 
lrr>UUZ4y4A 


Keratin, high sultur B2 protein 


12.44 9.69e-10 89-122 




TPRfin7AQA A 
lrr>UUZ4y4A 


Keratin, high sulfur B2 protein 


12.44 9.76e-14 33-66 


"1316 — 



IPB002494B 


Keratin, high sulfur B2 protein 


lU.jo l.Zoe-11 ZZ-_>o 





IPB002494B 


Keratin, high sultur B2 protein 


10.58 2.27e-09 87-101 





1PB002494B 


Keratin, high sulfur B2 protein 


in co ^ (rn 0 in 07 m£ 


— 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 5.22e-ll 77-91 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 5.78e-ll 72-86 





TPRnr>?AQAR 


Keratin, high sulfur B2 protein 


10.58 6.07e-09 52-66 




— — 


TPRnfl7AQAR 
lrr>UUZ4y4o 


Keratin, high sulfur B2 protein 


10.58 6.20e-ll 37-51 


;? — 


IPB002494B 


Keratin, high sultur B2 protein 


10.58 6.64e-10 27-41 


jj — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.64e-10 97-1 11 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.91e-10 107-121 


Tvifi — 
— — — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.91e-10 62-76 


— |y| — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 7.08e-09 112-126 


— — r| 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 7.08e-09 67-81 


ilii — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.25e-12 47-61 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.44e-ll 117-131 


1316 


IPB002494C 




14 46 1 00e-08 15-58 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 l.lSe-11 55-98 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.22e-17 101-144 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.36e-ll 95-138 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.54e-16 1-44 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.60e-31 41-84 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.94e-26 26-69 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.76e-13 25-68 
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entry ID 


Description 


Results* 


1316 


IPB002494C 


: — n~i — r? ; 

Keratin, high sulfur B2 protein 


14 46 3 45e-10 20-63 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 3 47e-22 56-99 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 4 09e-12 45-88 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 4 19e-12 116-159 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.40 4.zoe-io zi~o4 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


1 A AG. A Ala 7A CI ~\nA 
14. 40 4.4/e-Z4 oJ.-JL.Z4 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.69e-17 6-49 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 4 80e-28 76-119 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


1AA&A8A& 1A 1ns 
14.40 4.84e-lU DJ-lUo 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


1 a At. aqip i a 6n i rn 
14.40 4.yje-iu ou-iuo 




IPB002494C 


Keratin, high sulfur B2 protein 


14 46 4 95e-09 100-143 


13 J 6 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 Ole-13 90-133 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 50e-25 31-74 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 54e-10 35-78 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 54e-10 80-123 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 6 42e-10 121-164 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.40 o.jue-zj 4o-esy 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.40 O.jZe-Zl yl-lJ4 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


1 A A& £ &A& 1f\ Q£ 1 1Q 

14.40 o.o4e-zo yo-i^y 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


1/1 /1£ £ 01o 11 1"?8 

14.40 o.yie-ii oj-izo 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 7 04e-22 11 1-154 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 7 12e-10 70-1 13 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 7 67e-33 16-59 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.75e-28 86-129 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 8 34e- 1 0 75- 118 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


\A Af* Q *\~t.t> 1"} ^A 0*5 
14.40 O.jje-lj jv-yj 


1316 


IPB002494C 


Keratin, high sulfur D2 protein 


1 A A £ Q 1C\o on 1 1 *>A 
14.40 5./UC-ZU 11-J4 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.74e-09 10-53 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 8 88e-23 36-79 


1316 


1PB002494C 


Keratin, high sulfur B2 protein 


14. 4D o.ooe-zo UO-IU^ 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


i a az. omp m^n 7^ 

14.40 y.D\)C-i\J 1 J 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.32e-27 51-94 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.38e-23 71-114 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 9 57e-17 106-149 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 9 58e-09 105-148 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 9 60e-25 61-104 


1316 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 9 91e-10 40-83 


1316 


IPB003888D 


FY-rich domain N-terminus 


24 70 6 16e-09 100-142 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13 41 1 00e-08 38-83 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13 41 1 18e-09 165-210 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13 41 1 28e-09 85-130 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


11/11 1 1Q/* 1 ft 11A 17s 

1,3.41 i.jye-iu lju-i/j 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


T2/ii 1 A&*> no aa i 

1j.41 LAOC-Vy OU-1UJ 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 1.55e-09 70-1 15 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 2.29e-09 176-221 




IPB000006 




13.41 2.35e-10 64-109 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.11e-09 69-114 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.32e-10 104-149 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.94e-09 239-284 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 4.12e-09 125-170 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.32e-09 201-246 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.59e-09 190-235 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.68e-09 175-220 
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1317 




IPBOOOOOo 


— — — ; -— 

vertebrate metallothionein, family 1 


n 41 C fCO„ AO 1 Q KA 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.84e-10 210-255 





IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.87e-09 80-125 


: 3 7 — 


IPB000006 


Vertebrate metallothionein, family 1 


11 A1 *i QA*> in 19A 91 ^ 


3 j 7 — 


IPB000006 


Vertebrate metallothionein, family 1 


1 1 A 1 ^ 0/1- 1 A 9 An 9A^ 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.23e-09 186-231 




IPB000006 




13.41 6.88e-09 160-205 


— 
7 — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.39e-10 225-270 


1317 — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.43e-09 115-160 


_13V7 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.43e-09 55-100 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.68e-10 24-69 i 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.97e-10 215-260 


J317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.35e-09 15-60 


J317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.35e-09 45-90 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.62e-09 95-140 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.13e-10 120-165 


1317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.27e-09 205-250 


4tt^ — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.27e-09 206-251 




1PB000006 


Vertebrate metallothionein, family 1 


11/11 Q A^» AO 1 9A T71 

ij.41 y.4je-uy izo-i/i 




13 j 7 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.61e-10 34-79 


3 


IPB000006 


Vertebrate metallothionein, family 1 


11/11 O 01 a AO 1 < 1 10^ 

1^.41 y.yie-uy iji-iyo 


317 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.91e-09 29-74 


1317 


IPB000359B 


Cystine-knot domain 


19.26 1.28e-09 128-146 


J317 


1PB000359B 


Cystine-knot domain 


19.26 2.80e-l 1 163-181 


1317 


IPB000359B 


Cystine-knot domain 


19.26 3.53e-09 243-261 


— — 


IPB000359B 


Cystine-knot domain 


19.26 4.38e-09 22-40 


J3L7 


IPB000359B 


Cystine-knot domain 


lOif r AAo AO 9AS Ifi/C 


1317 


IPB000359B 


Cystine-knot domain 


19.26 6.34e-09 203-221 


1317 


IPB000359B 


Cystine-knot domain 


19.26 6.63e-12 198-216 


T^T? — 


IPB000359B 


Cystine-knot domain 


i o 'ta n ik** 1 9 <9 qa 






Cystine-knot domain 


in-iiTO DOp An 79 on 


— 


1PB000967B 


Zinc finger NF-X1 type 


21 .88 3.73e-09 1 1 1-15 1 


— 
_1317 


IPB000967E 


Zinc finger NF-X1 type 


91 SC C. AG. a no CO 190 

zi.So o.4oe-uy oy-izy 


J317 


IPB001169K 


Integrin beta, C-terminus 


27.45 5.38e-09 216-258 


J317 


IPB001271 


Mammalian defensin 


1 O Q7 1 AAo AC £1 QQ 


_1317 — 


IPB001271 


Mammalian defensin 


19.97 1.49e-09 132-160 


1317 


IPB001271 


Mammalian defensin 


19.97 1.88e-10 42-70 


1317 


IPB001271 


Mammalian defensin 


19.97 2.15e-09 193-221 


1317 


IPB001271 


Mammalian defensin 


19.97 2.31e-09 163-191 


1317 ._ 


IPB001271 


Mammalian defensin 


19.97 2.47e-09 242-270 


J317 


IPB001271 


Mammalian defensin 


19.97 2.80e-09 157-185 


1317 _ 


IPB001271 


Mammalian defensin 


19.97 3.29e-10 56-84 


1317 


IPB001271 


Mammalian defensin 


19.97 4.76e-09 162-190 


1317 


IPB001271 


Mammalian defensin 


19.97 5.09e-09 26-54 




IPB001271 


Mammalian defensin 


19.97 5.09e-12 148-176 





IPB001271 




19 97 5 91e-09 66-94 


1317 


IPB001271 


Mammalian defensin 


19.97 6.25e-ll 57-85 


1317 


IPB001271 


Mammalian defensin 


19.97 6.29e-10 51-79 


1317 


IPB001271 


Mammalian defensin 


19.97 6.47e-10 52-80 


1317 


IPB001271 


Mammalian defensin 


19.97 6.65e-10 158-186 


1317 


IPB001271 


Mammalian defensin 


19.97 7.056-09 227-255 


1317 


IPB001271 


Mammalian defensin 


19.97 7.22e-09 167-195 


1317 


IPB001271 


Mammalian defensin 


19.97 7.53e-10 17-45 
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"TTT 

17 




IPB001271 


Mammalian defensin 


19.97 7.71e-10 147-175 


4Ht — 


IPB001271 


Mammalian defensin 


19.97 7.87e-09 202-230 


~ 3 : 7 — 


IPB001271 


Mammalian defensin 


19.97 8.20e-09 183-211 


; 3 : 7 — 


IPB001271 


Mammalian defensin 


19.97 9.18e-09 192-220 


37 — 


IPB001271 


Mammalian defensin 


19.97 9.35e-09 81-109 


7 — 


IPB001271 


Mammalian defensin 


19.97 9.67e-09 123-151 


1317 — 


IPB001762A 


Disintegrin 


23.93 4.88e-09 91-131 




IPB001762A 


Disintegrin 


23.93 7.86e-12 99-139 


3 ; 7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.00e-14 161-194 


j 3 7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.41e-18 201-234 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.66e-17 166-199 


1317 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.72e-10 232-265 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.88e-15 196-229 


1317 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.16e-16 50-83 


-JIH — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.35e-09 5-38 


: 3 : — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.44e-12 80-113 


7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.44e-14 106-139 


41^ — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.67e-16 131-164 


1317 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.67e-16 146-179 


J317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.84e-10 251-284 


1317 — 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 3.12e-17 40-73 


1317 


IPB002494A 


Kei itin high sulfur B." 1 protein 


12.44 3.42e-09 97-130 


"TTT? 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.42e-13 15-48 





IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.43e-19 171-204 


; 3 ; 7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.43e-19 206-239 


3 ; 7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.57e-16 25-58 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.81e-09 41-74 


} 3 } 7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.86e-19 226-259 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.88e-15 176-209 


1317 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 4.00e-09 81-114 





IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.23e-13 21 1-244 


j 3 ! 7 — 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 4.36e-14 45-78 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.44e-17 181-214 


1317 — 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 4.71e-17 30-63 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.87e-09 112-145 


j 3 * 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.89e-12 111-144 


7 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.00e-19 191-224 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.27e-13 96-129 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.35e-09 177-210 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.40e-10 26-59 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.50e-15 101-134 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.71e-ll 151-184 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.73e-13 60-93 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.14e-16 35-68 


4fi! — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.28e-14 75-108 




IPB002494A 




12.44 6.61e-09 237-270 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.66e-16 136-169 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.66e-16 65-98 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.66e- 16 70-103 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.71e-09 36-69 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.73e-18 156-189 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.79e-l 1 221-254 


1317 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.00e-l 120-53 
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entry ID 






"TTT^ — 










lr.t>UU.Z4y4A 


— . : 

Keratin, high sulfur B2 protein 


— — — 

12.44 7. 1 le-1 1 126-159 


— — i: — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.17e-16 121-154 


1TT7 — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.22e-17 216-249 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.44e-12 186-219 


rXL — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.58e-09 76-109 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.77e-09 182-215 


~} — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.97e-09 142-175 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.00e-12 236-269 


— 


lrnUU.<£4y4A 


Keratin, high sulfur B2 protein 


12.44 8.07e-16 55-88 


— 


lri3vJUz4y4A 


Keratin, high sulfur B2 protein 


12.44 8.47e-10 246-279 


r] — 


Lrl3UUZ4y4A 


Keratin, high sulfur B2 protein 


12.44 8.67e-10 6-39 


Jy — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.93e-ll 141-174 


~}*L — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.13e-15 231-264 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.33e-12 241-274 


— — — 


TPRfinOzlQ^l A 
Lrr3UUZ4y4A 


Keratin, high sulfur B2 protein 


12.44 9.81e-09 207-240 


— 


lrt>UUZ4y4A 


Keratin, high sulfur B2 protein 


12.44 9.90e-09 85-118 




TPRflftOzia/lR 
lrtsUUz4y4r> 


Keratin, high sulfur B2 protein 


10.58 1.00e-09 160-174 


TvP7 — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 1.45e-12 190-204 


~rrn — 
— 


IPB00?494B 


Keratin, high sulfur B2 protein 


10.58 1.45e- 12 225-239 


— — — 


TPRflflO-dQAR 


Keratin, high sulfur B2 protein 


10.58 1.63e-09 89-103 


— 


IPB0O'M94B 


Keratin, high sulfur B2 protein 


10.58 2.75e-10 125-139 


— — — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 3. 1 le- 1 1 54-68 


— 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 3.81e-ll 120-134 


— 


11 rJUU/4y41i 


Keratin, high sulfur B2 protein 


10.58 5.64e-ll 49-63 


— 


1PB002494B 


Keratin, high sulfur B2 protein 


10.58 5.69e-09 180-194 


^zYl — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 5. 69e-09 215-229 




TPB002494B 


Keratin, high sulfur B2 protein 


10.58 5.84e-10 19-33 


-~j — 


TPnnn'MQ/i'R 
lrUUUZ4y4D 


Keratin, high sulfur B2 protein 


10.58 5.92e-l 1 155-169 


— 
— 


lrrSUUZ4y4JD 


Keratin, high sulfur B2 protein 


10.58 6.07e-09 69-83 




lrr>UUZ4y4±> 


Keratin, high sulfur B2 protein 


10.58 6.58e-09 185-199 


— — — 


TPRfimAO/lR 
lrJ3UU/4y4rs 


Keratin, high sulfur B2 protein 


10.58 6.58e-09 220-234 


"TIT^ 


TPRfim/IQ/IR 
lrtSUUZ4y4r> 


Keratin, high sulfur B2 protein 


10.58 6.96e-09 59-73 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 7.08e-09 150-164 


HTTt — 

— 


1PB002494B 


Keratin, high sulfur B2 protein 


10.58 7.08e-09 195-209 


"tIt^ — 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 7.97e-09 79-93 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 8.52e-10 170-184 


J317 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 8.52e-10 205-219 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.25e-12 64-78 


■rrr — 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.33e-10 130-144 





IPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.37e-09 94-108 





EPB002494B 


Keratin, high sulfur B2 protein 


10.58 9.62e-09 240-254 


— — 


lrr>UUZ4y4U 


Keratin, high sulfur B2 protein 


14.46 1.12e-21 154-197 


— — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.23e-18 13-56 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.35e-10 89-132 


-Jyfj 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.38e-12 22-65 


1317 


IPB002494C 




14 46 \ 59e-09 72-115 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.71e-20 224-267 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.73e-ll 27-70 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.91e-ll 37-80 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2. lle-22 209-252 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.13e-12 84-127 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.22e-10 123-166 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.22e-12 168-211 



WO 03/054152 



PCT/US02/39555 
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"1317 — 


IPB002494C 


~~K ? — i7~h if — R9 P 


14 AA 0 0O# OQ 1 QA 007 

14.40 z.zye-zy io4-zz/ 


1317 


IPB002494C 


Keratin hi\ ^If* B2 ^V'" 


14 46 2 31e-10 42-85 


1317 


IPB002494C 


Keratin' hi^h ^If* B2 ^V'" 




1317 


IPB002494C 


Keratin hl\ sulfur B2 ^oteln 


14 46 2 48e-19 33-76 


1317 


IPB002494C 


Keratin h^h Tl^ B2 ^V'" 


14 46 2 50e-14 234-277 


1317 


IPB002494C 


Keratin' hi°ti s^fr B -7 Pr ° t em 


14 46 2 55e-15 98-141 


— 


IPB002494C 


Keratin' h^h sulfr B2 ^ ^ 

~v ■ \- . 72 — : 


14.46 2.57e-29 58-101 




IPB002494C 


Keratin, high sultur B2 protein 


14.46 2.60e-09 47-90 


1317 


IPB002494C 


Keratin, high sulfur B2 protem 


14 AA O AAe* 11 1 A1 ISA 
14.40 Z.04e-1 1 14O-100 




IPB002494C 




\A AA1 aa.* 01 1 70 000 

14.40 j.uue-Z3 i /y-zzz 


1317 


IPB002494C 


Keratin high sulfur B2 ^V'" 


14 aai nOi» 11 1 n ma 

14.40 J.VyS-LL 1JJ-1/0 


1317 


IPB002494C 


Keratin' high sulfur B2 ^"j 6 ™ 


14 AA 1 1Ae* 00 007 OAA 

14.40 o..>oe-uy zad-zoo 


1317 


IPB002494C 


Keratin' hi h sulfur B2 ^"/j" 


14 AA 1 1Rp> 03 0A4 047 
14.40 3.J5e-Z3 ZU4-Z4/ 


1317 


IPB002494C 


Keratin hl\ ^lf^ B2 Pr ° t em 


14 46 3 44e-09 238-281 


1317 


IPB002494C 


Keratin' hi^h ^If^ B2 PI ° t em 


14 AA 1 SlAt* AQ 0 1 Q OA 1 

14.40 j.ooe-uy zio-zoi 


1317 


IPB002494C 


Keratin h^h SU lf Ur B2 Pr ° t em 


14 AA 1 OA** 30 104 017 

14.40 .xyueoz iy4-zj/ 


1317 


IPB002494C 


KeMi"' h'\ S "lf Ur B2 Pr ° t em 

era in, ig su ur pro em 


14 4A 7 Q7o 1010 

14.40 o.y /e-iu iz-Dj 


4fil — 


IPB002494C 


eiatm, ig su ur 2 protein 


14.46 4.06e-10 188-231 




IPB002494C 


era in, lg su ur pro em 


14 4A A 1 1 1 1 7Q 001 
14.40 4.1oe-l 1 1/S-ZZl 


1317 


IPB002494C 


Keratin, high sulfur B2 protem 


14 AA A 1Aa 11 £7 1 1 A 
14.40 4. Joe- 11 0 /- 1 1U 


1317 


IPB002494C 




14.46 4.36e-21 199-242 


1317 


IPB002494C 


Keratin high sulfur B2 ^"j 6 -" 




1317 


IPB002494C 


Keratin hl\ ^lf"" B? Pr ° t ? m 


14 46 4 52e-2S 43-86 


1317 


1PB002494C 


Keratin' hi\ ^If^ B2 P '° t em 


14 AA A SSe- 07 OOQ 070 

14.40 4.jje-z/ zzy-z/z 


1317 


IPB002494C 


Keratin' hl\ Tit* B2 Pr ° t C! " 


1 A AA A Aln 1 A 1 <\Q 0A1 
14.40 4.0 /e- 1U iJO-ZUl 


1317 


IPB002494C 


iKeratln ill 4i SU lf Ur B2 ^ 

era in, lg i su ur pro em _ 


14.46 4.84e-12 198-241 


1317 


IPB002494C 


eia in, ig su ur pro ein 


14.46 5.04e-09 103-146 




IPB002494C 




14 AA ^ 1A^ 0^ ^AQ 010 
14.40 D.1U6-ZD loy-ziz 


1317 


IPB002494C 


Keratin hUi sulfur B2 


1 4 AA. S 1 Op 1 A 1 ^7 1 QA 
14,40 J. IVC- 1U ijj-iyo 


1317 


IPB002494C 


Keratin h^h sulfur 


14 AA S 14 0/1 117 
14.40 J.jUe- 14 1 J / 


1317 


IPB002494C 


^Keratin hl\ sulfur B2 ^rV'" 

era in, ig su ur pro em 


14 AA ^Ao 1 S SI 10A 
14.40 J.DUe-lo OO-1Z0 


~13ll 


IPB002494C 


era m, ugh su ur pro em 


14.46 5.50e-25 68-1 1 1 




1PB002494C 


era m, ig su ur pro em 


14.46 5.90e-14 244-287 


1317 


IPB002494C 


m m ' SU Ur pro e | n 


1A AA A 1A& 100T2 OC^T 

14.40 O.loe-lZ Z13-ZJD 


"1317 


IPB002494C 


era "' I 8 ? 1 su ur P rote | n 


14.46 6.16e-21 214-257 


131 „ 


IPB002494C 


era in, lgi su ur protein 


14.46 6.19e-32 159-202 


1317 


IPB002494C 


era in, ig su ur pro em 


14.46 6.25e-23 174-217 


131 


IPB002494C 


era m, lgh su ur protein 


14.46 6.35e-19 239-282 


1317 


IPB002494C 


eratin, ig su ur protein 


14.46 6.57e-16 78-121 


1317 


IPB002494C 




14.46 6.74e-18 129-172 


1317 


IPB002494C 


K . em '"' . SU " r „ 9 P ro em 

era m, ligli su ur pro em 


14.46 6.91e-12 62-105 


j 3 j 7 


IPB002494C 


Keratm, high suliur B2 protein 


14.46 6.96e-17 119-162 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.00e-ll 173-216 


"1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.00e-12 128-171 


~1~3T7 


IPB002494C 


Keratin, high suliur B2 protein 


14.46 7.12e-10 208-251 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.19e-28 124-167 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.21e-16 3-46 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.30e-18 73-116 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.43e-24 134-177 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.50e-23 53-96 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.55e-10 32-75 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.64e-ll 193-236 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.73e-10 148-191 
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1317 


IPB002494C 


- — - — — j- — — — : 

Keratin, high sulfur B2 protein 




14.46 7.75e-20 114-157 


"ill! — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.88e-23 189-232 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.99e-20 109-152 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.03e-12 163-206 


1317 


IPB002494C 




14.46 8.05e-31 149-192 


1317 


IPB002494C 


- K era t m ' h " s h su , f ur B t protem 


14.46 8.15e-22 28-71 


1317 


IPB002494C 


Keratin hi\ Tlf^ B2 Pr ° tCm 

era in, lg su ur protein 


14.46 8.22e-12 8-51 


1317 


IPB002494C 


Keratin, high sultur B2 protein 


14.46 8.25e-23 164-207 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.32e-21 23-66 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.81e-25 18-61 


1317 


IPB002494C 


— ' . — — — - : 


14.46 8.91e-09 77-120 


1317 


IPB002494C 


Keratin, nigh sultur o2 protein 


14.46 8.92e-17 249-292 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.02e-17 88-131 


1317 


IPB002494C 


Keratm, high sulfur B2 protein 


14.46 9.04e-10 57-100 


1317 


IPB002494C 




14.46 9.24e-09 19-62 


1317 


IPB002494C 


KerV"' h' h ^lf" B2 Pr ° t ^ n 

— — ' g u ur P rotem 


14.46 9.32e-13 203-246 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.41e-20 63-106 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.43e-19 139-182 


1317 


IPB002494C 


Keratm, high sultur 32 protein 


14.46 9.51e-22 38-81 




1PB002494C 


Keratin, high sulfur B2 protein 


14.46 9.73e-26 48-91 


1317 


IPB002494C 


Keratin, high su |^"" protein 


14.46 9.74e-10 108-151 





IPB002494C 


Keratin, nigh sulfur B2 protein 


14.46 9.82e-ll 52-95 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.86e-28 219-262 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.89e-16 93-136 


1317 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.90e-14 104-147 


1317 


PR00876B 


Nematode metallothionein signature 11 


7.66 9.76c-09 113-126 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 1.00e-08 42-87 


1318 


IPB000006 


Vertebrate metalloihionein, family i 


13.41 2. 10e-09 125-170 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 2.74e-09 34-79 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.59e-12 124-169 


1318 


IPB000006 


^ruTT me ' a ? lo ||| ionem ' ^ am ij y ? 


13.41 4.21e-12 119-164 


1318 


IPB000006 




13.41 4.58e-09 32-77 


1318 


IPB000006 


v^V^ me d 0 K)nem ' a ™ y 

v^W me 3 0 lonem ' * am ? y ; 


13.41 4.67e-09 94-139 


1318 


IPB000006 


me a ,, 0 lonem ' ;r mlly 


13.41 5.04e-09 88-133 


1318 


IPB000006 


e e ra e me 3 0 'onem, family 


13.41 5.13e-09 101-146 


1318 


IPB000006 


erte ra e meta ot lonem, family 1 


13.41 5.16e-10 100-145 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.20e-ll 109-154 


"Uri — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.40e-ll 120-165 




IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.65e-10 114-159 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.68e-09 110-155 


1318 


IPB000006 


er e ra e me a o lonein, iamily I 


13.41 5.78e-09 104-149 


jgjg 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 5.96e-09 55-100 




IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.03e-10 98-143 


131g 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.50e-ll 35-80 


~~1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.59e-12 115-160 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.97e-09 111-156 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 7.61e-09 43-88 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.23e-10 83-128 


1318 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 9.67e-13 93-138 


1318 


IPB000254 


Cellulose-binding domain, fungal type 


18.11 6.86e-09 94-124 


1318 


IPB000359B 


Cystine-knot domain 


19.26 3.25e-12 147-165 


1318 


IPB000359B 


Cystine-knot domain 


19.26 5.29e-13 127-145 


1318 


IPB000726A 


Glycoside hydrolase family 19 


14.41 9.88e-09 3-29 



WO 03/054152 PCT/US02/39555 



Table 3B 
410 



SEQ 


Database 
entry ID 

— 


Description 


Results* 


"rrri — 


IPB000726B 


— ; 

Glycoside hydrolase family 19 


5.39 3.40e-10 16-26 


^ — 


IPB000726B 


Glycoside hydrolase family 19 


5.39 3.40e-10 9-19 


— 


IPBOO 1 007C 


von Willebrand factor, type C repeat 


20.89 4.27e-09 111-132 


1318 


IPB001 169K 


Integrin beta, C-terminus 


27.45 3.07e-09 118-160 


1318 


IPBOO 1 169K 


Integrin beta, C-terminus 


27.45 5.62e-09 25-67 


1318 


IPBOO 1169K 


Integrin beta, C-terminus 


27.45 8.91e-09 35-77 


1318 


IPB001271 


Mammalian defensin 


19.97 5.91e-09 142-170 


_1318 


IPB001271 


Mammalian defensin 


19.97 6.89e-09 107-135 


1318 


IPB001271 


Mammalian defensin 


19.97 8.41e-10 21-49 


t 3 -?! — 


IPBOO 1762A 


Disintegrin 


23.93 3.03e-13 112-152 


"Trri — 


IPBOO 1762 A 


Disintegrin 


23.93 4.18e-09 113-153 


— T— | — 


IPBOO 1762A 


Disintegrin 


23.93 5.60e-10 103-143 


— — — — 


IPBOO 1762A 


Disintegrin 


23.93 5.60e-10 123-163 




IPB002174A 


Furin-like cysteine rich region 


30.51 1.97e-10 83-114 


"TTTS — 

— 


IPB002174A 


Furin-like cysteine rich region 


30.51 3.92e-10 93-124 


j 3 ; 8 — 


IPB002174A 


Furin-like cysteine rich region 


30.51 8.20e-09 73-104 


1318 


IPB002174A 


Furin-like cysteine rich region 


30.51 8.88e-09 17-48 


1318 


IPB002174A 


Furin-like cysteine rich region 


30.51 9.27e-10 3-34 


1318 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 l.lle-11 101-134 


~rrrl — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.13e-17 130-163 


3 ^ — 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 1.31e-10 116-149 


-ffff — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 1.78e-12 105-138 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.00e-12 25-58 


~7TT£ — 




TTtTinniAQA A 
lri>UUz4y4A 


Keratin, high sulfur B2 protein 


12.44 2.16e-09 31-64 


-p 3 -^ — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.63e-15 140-173 


„ j; — 


IPB002494A 


Keratin, high sulfur 32 protein 


12.44 3.32e-18 115-148 


""tttJ — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 3.44e-16 135-168 


"riri — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.21e-16 120-153 


_L318 


IPB 002494 A 


Keratin, high sulfur B2 protein 


12.44 4.48e-10 100-133 


13 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.04e-13 91-124 


1318 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.81e-10 30-63 


1318 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.32e-09 106-139 


1318 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.67e-12 14-47 


"flrl — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.89e-12 20-53 


3 g 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.03e-10 96-129 


"tttI — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.65e-10 121-154 





IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.35e-09 21-54 


"tItI — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.88e-15 111-144 


"rrri — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.03e-09 26-59 





IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.22e-12 86-119 


-i|rl 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.25e-ll 24-57 


J318 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.57e-19 110-143 


J318 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.73e-18 125-158 


1318 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 1.51e-09 124-138 




IPB002494B 


Keratin, high sulfur B2 protein 


10.58 2.27e-09 159-173 


1318 


IPB002494B 




iu.jo o.jje-iz i^y-iDo 


1318 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.70e-12 129-143 


1318 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 8.45e-ll 149-163 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.27e-ll 114-157 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.27e-ll 99-142 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.41e-27 128-171 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.70c-10 104-147 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.08e-13 98-141 
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1318 




IPB002494C 


: — FT TZ ^ : 

Keratin, high sulfur B2 protein 


]A AA 1 ARa 1 Q 1 1 1 1 ^fk 
14.40 J.4oe-lo Ilj-IOD 


J318 


IPB002494C 


Keratin, high sulfur B2 protein 




J318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.09e-l 1 112-155 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 4 70e-09 102-145 


_1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 4 84e-21 108-151 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 I0e-19 123-166 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 55e-l 1 17-60 


_L318 


IPB002494C 


Keratin, high sulfur B2 protein 


1 /l /1£ ^ 77» 17 101 \Af* 
14.40 J.I 15-11 11O-140 




IPB002494C 


Keratin, high sulfur B2 protein 


14 46 5 82e-ll 109-152 




J318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.40 o.o/e-i.5 zj-oo 


J318 


IPB002494C 


Keratin, high sulfur B2 protein 


1 A AA 7 ft 1 ^ HQ OA 117 

14.40 /.oie-uy y4-ij / 


_1318 


IPB002494C 


Keratin, high sulfur B2 protein 


1/1 A6. 7 QAt* 17 177 1^^ 
14.40 /.54e-lZ IxZ-lOD 


J318 — 


IPB002494C 


Keratin, high sulfur B2 protein 


1/1 A6> S? Adc OQ AR Q1 
14.40 5.4Ue-U7 45-yi 


J 31S .. 


IPB002494C 


Keratin, high sulfur B2 protein 


1/1 A6. Q ^7o 70 1 1 B 1£1 
14.40 O.D IQ-ly llo-lOl 


. I 3 - 1 - 8 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.69e-10 88-131 


J318 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 8.69e-12 117-160 


J318 


IPB002494C 


Keratin, high sulfur B2 protein 


1/1 AA Q 11** OQ Q1 1 1£ 

14.40 y.jje-uy yjw jo 


1318 


IPB002494C 


Keratin, high sulfur B2 protein 


\A AA Q 71 ^ 11 177 1 7f1 

14.40 y./ie-iJ 1Z/-1/U 


J318 


1PB003571B 


Snake toxin 


1 ft Oft A 77^ OQ 17 ^ 

lo.us 4. /ze-uy jzoj 


J318 


PR00874C 


Fungi-IV metallothionein signature III 


A 17 0 HA* 10 0^ 1 no 

4. 5 1 y. /4e-iu yj-iuy 


1318 


PR00876B 


Nematode metallothionein signature II 


7 66 2 27e-10 107-120 


J319 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.08e-18 175-200 


J319 


IPB000822 


Zinc finger, C2H2 type 


14 67 4 75e-19 147-172 


J319 


IPB000822 


Zinc finger, C2H2 type 


14 67 4 94e-14 1 19-144 


1319 


IPB000822 


Zinc finger, C2H2 type 


14 67 7 92e-18 63-88 


JL319 — 


IPB000822 


Zinc finger, C2H2 type 


14 6.1 Q 1£^ 71 701 77ft 
14. D / S.Joe-Zl ZUJ-ZZo 


1319 


IPB000822 


Zinc finger, C2H2 type 


i/i fn e 71 Qi '['[P. 
14.0/ o.joe-zi yi-lio 


1319 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.31e-18 35-60 


J319 


IPB001222 


TFIIS zinc ribbon domain 


24.63 6.70e-09 175-211 


1319 


IPB001275 


DM DNA binding domain 


19 17 3 43e-1 3 79-1 1 8 


J319 — 


IPB001275 


DM DNA binding domain 


19 17 4 77e-10 163-202 


J319 


IPB001275 


DM DNA binding domain 


1Q 17 Olo 11 *\ 1 on 
ly.ll D.yie-ll D i-y\J 


J319 — 


IPB001275 


DM DNA binding domain 


10 17 7 70o 1 0 1 07 1 Af\ 

ly.i/ /. zue-iu 1U/-140 


1319 


IPB001275 


DM DNA binding domain 


10 17 Q nQo HQ 71 £7 

iy. i / y.uye-uy zj-oz 


1319 


IPB001275 


DM DNA binding domain 


10 1 7 Q 1 f\o 1/1 11^ 17/1 

iy. i / y. iue-i4 ud-i /4 


1319 


IPB001275 


DM DNA binding domain 


10 17 070o 11 101 710 

ly.i / y.zye-ij iyi-z.su 


1319 


IPB002867C 


Cysteine-rich domain (C6HC) 


19.46 8.34e-09 32-49 


1319 


PR00048A 


C2H2-type zinc finger signature I 


9.94 2.23e-10 200-213 


1319 


PR00048A 


C2H2-type zinc finger signature I 


O QA 1 SM*» 11 £0 71 

y.y4 j).o4e-i i o\j-/j 


J319 — 


PR00048A 


C2H2-type zinc finger signature I 


O QA A 1Q^» OQ Sft 1 01 

y.y4 4.joe-uy 00-11/ 1 


J3J 9 - 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.50e-10 32-45 


J319 


PR00048A 


C2H2-type zinc finger signature I 


9.94 8.77e-10 172-185 


1319 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9. 18e- 10 144-157 


J319 — 


PR00048B 


C2H2-type zinc finger signature II 


5.52 1.00e-08 132-141 


1319 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.50e-09 48-57 




PR00048B 




5.52 3.57e-10 160-169 


1319 


PR00048B 


C2H2-type zinc finger signature II 


5.524.00e-ll 104-113 


1319 


PR00048B 


C2H2-type zinc finger signature II 


5.52 5.50e-09 76-85 


1319 


PR00048B 


C2H2-type zinc finger signature II 


5.52 6.14e-10 188-197 


1319 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.75e-l 1216-225 


1320 


IPB002041A 


GTP-binding nuclear protein Ran family 


11.12 9.17e-10 4-48 


1320 


PR00449A 


Transforming protein P21 ras signature I 


12.48 1.29e-144-25 


1321 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.00e-l 171-116 
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~TPT\ 

— 


IPB000006 


: : : ; 

Vertebrate metallothionein, family 1 


13.41 9.72e-09 146-191 


_1321 


IPB000726B 


Glycoside hydrolase family 19 


5.39 2.54e-09 66-76 


~tHt — 


IPB000967E 


Zinc finger NF-X1 type 


21.88 1.24e-09 95-135 


"tHI — 


IPBOO 1 1 69K 


Integrin beta, C-terminus 


27.45 5.38e-09 56-98 


1321 — 


IPB001762A 


Disintegrin 


23.93 9.29e-09 69-109 


1321 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 1.56e-12 161-194 


_1321 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.06e-09 146-179 


J321 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 2.94e-09 103-136 


~tHt — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.00e-14 81-114 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 4.19e-09 72-105 


"TvJi 

"tUt — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.26e-09 67-100 


iHr — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 5.38e-13 156-189 


— — 


lr.DUUz4y4A 


Keratin, high sulfur B2 protein 


12.44 5.56e-14 71-104 





lr±SUU/4y4A 


Keratin, high sulfur B2 protein 


12.44 6.32e-09 166-199 


J321 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 6.56e-12 123-156 


4^ — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.34e-10 124-157 


~tHt — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.39e-09 82-1 15 





IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.48e-09 151-184 


1321 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 7.58e-09 57-90 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 7.60e-14 118-151 


: 32 ; — 


1PB002494A 


Keratin, high sulfur B2 protein 


12.44 7.97e-09 86-1 19 


— 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.33e-12 113-146 


4Ht — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.35e-09 62-95 


~rffr — 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.97e-16 76-109 




IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.13e-09 147-180 


JJJ21 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 9.14e-ll 66-99 


J321 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 1.13e-09 70-84 


1321 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 3.53e-ll 122-136 


1321 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 4.17e-09 142-156 


J321 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 4.17e-09 22-36 


J321 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 5.56e-09 137-151 


~T5tI 


IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.58e-09 80-94 





IPB002494B 


Keratin, high sulfur B2 protein 


10.58 6.78e-10 95-109 


"tUt — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.50e-14 21-64 


~t^t — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.59e-09 70-113 


— |— — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 1.96e-10 6-49 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.01e-09 36-79 


iw\ — 

4Ht — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.20e-21 74-117 


"ri^r — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.27e-13 164-207 


~r^r — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.55e-ll 26-69 


-=|=| — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 2.70e-14 159-202 




1PB002494C 


Keratin, high sulfur B2 protein 


14.46 2.86e-13 149-192 


_1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.10e-09 131-174 


"ilfi — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.10e-09 75-118 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 3.30e-14 126-169 


1321 


IPB002494C 




14.40 4.lye-iz S4-1Z/ 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 4.36e-17 116-159 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.36e-ll 144-187 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.61e-16 79-122 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 5.79e-09 145-188 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 6.06e-12 111-154 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 6.53e-12 11-54 


1321 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 6.91e-12 89-132 
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! 


"TiTi 


lri3UU.Z4y40 


— ; — — ; 

Keratin, high sulfur B2 protein 


14.46 7.10e-15 64-107 


~T?7T 

T^T — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 7.31e-15 121-164 


— 


lroUUz4y40 


Keratin, high sulfur B2 protein 


14.46 7.82e-l 1 169-212 


— — 




Keratin, high sulfur B2 protein 


14.46 7.85e-13 59-102 


— — 


lroUuz4y4L- 


Keratin, high sulfur B2 protein 


14.46 7.99e-10 139-182 




lrJt>UUZ4y4U 


Keratin, high sulfur B2 protein 


14.46 8.76e-18 154-197 


~tht — 
— 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.07e-09 27-70 


"tUt — 


IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.44e-12 31-74 




IPB002494C 


Keratin, high sulfur B2 protein 


14.46 9.66e-18 69-112 


— l-j — 


TPRAfyMQAr 1 
Irr>UUz4y4L> 


Keratin, high sulfur B2 protein 


14.46 9.73e-ll 106-149 


^ — 


TPRAAOQ1 Q A 


Trypsin Inhibitor-like cysteine rich domain 


15.56 6.57e-09 24-36 




IPB0001 18B 


Granulin 


7.94 1.30e-10 29-67 


— 
— — — 


IPB0001 18G 


Granulin 


12.18 8.85e-09 18-66 


— 


IPB000203A 


GPS domain 


18.40 4.65e-09 44-74 


— 


IPB000203A 


GPS domain 


18.40 5.57e-09 86-116 


— 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 1.64e-09 58-103 


— — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 2.70e-ll 54-99 


— — 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 3.39e-09 70-115 




TPRnnnnn^ 

IrDUUUUUO 


Vertebrate metallothionein, family 1 


13.41 3.66e-09 75-120 


Q — 
?-^ Q — 


11 tsuuuuuo 


Vertebrate metallothionein, family 1 


13.41 4.87e-10 51-96 


~~ — 


1PB000Q06 


Vertebrate metallothionein, family 1 


13.41 5.59e-09 57-102 


— 


IPB000006 


Vertebrate metallothionein. family i 


13.41 6.00e-ll 50-95 


— 


IPB000006 


Vertebrate metallothionein, family 1 


13.41 6.42e-09 65-110 


— — — — 


tphaaaaa^ 
11 uuuuuuo 


Vertebrate metallothionein, family 1 


13.41 7.98e-09 40-85 


~ — 


TPRAAAAAA 


Vertebrate metallothionein, family 1 


13.41 8. 07e-09 55-100 




IPB000006 


Vertebrate metallothionein, family 1 


13.41 8.48e-13 47-92 


~q — 

Tw! — 


tppjaaaaa/; 


Vertebrate metallothionein, family 1 


13.41 8.94e-10 74-1 19 




IPB000254 


Cellulose-binding domain, fungal type 


18.11 7.00e-09 43-73 


T^o — 

" — 


IPB000564A 


2Fc-2S Ferredoxin 


17.31 7.80e-09 1-19 


~ — 


1PBO00817A 


Prion protein 


8.34 1.85e-09 13-55 


-J|^ — 


IPB000817A 


Prion protein 


8.34 4.79e-09 9-51 




iPRnnnQn a 
IrnUUUo 1 / A 


Prion protein 


8.34 6.87e-09 12-54 


q 

ilis — 


TPRAAABnA 
11 UUUUol /A 


Prion protein 


8.34 8.64e-l 1 6-48 




1PB000817A 


Prion protein 


8.34 9.01e-10 10-52 


111^ — 


1PB000967D 


Zinc finger NF-X1 type 


10.42 7.77e-09 75-1 10 


1329 


IPB001169K 


Integrin beta, C-terminus 


27.45 3.19e-09 57-99 




IPB001169K 


Integrin beta, C-terminus 


27.45 8.05e-09 72-114 


1329 


IPB001169K 


Integrin beta, C-terminus 


27.45 9.15e-09 16-58 


1329 


IPB001271 


Mammalian defensin 


19.97 3.29e-10 66-94 


1329 


IPB001271 


Mammalian defensin 


19.97 4.44e-09 73-101 


1329 


IPB001271 


Mammalian defensin 


19.97 5.42e-09 82-110 


"'Hi 


IPB001271 


Mammalian defensin 


19.97 7.35e-10 44-72 


1329 


IPB001442A 
— — — 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 2.10e-09 4-56 


to 

1329 


IPB001442A 


C-terminal tandem repeated domain in type 


26.12 2.80e-09 1-53 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 2.58e-09 51-82 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 4.38e-09 34-65 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 4.97e-ll 2-33 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 5.28e-09 6-37 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 6.35e-10 26-57 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 7.62e-ll 30-61 


1329 


IPB002174A 


Furin-like cysteine rich region 


30.51 9.27e-10 18-49 
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1329 


A 

IPB002174A 


. rich re ion 


30.51 9.27e-10 22-53 


1329 


IPB002221B 


WAP-type (Whey Acidic Protein) tour- 


17.12 1.00e-08 63-84 


— — — 


IPB002494A 


feulfide^ore domain 


12.44 1.39e-09 44-77 


4m — 


IPB002494A 


era in, lg su ur ^ p ^ 


12.44 3.23e-09 34-67 







Keratin' high sulfur B2 protein 


12.44 7.75e-10 85-118 


1329 


IPB002494A 


Keratin, high sulfur B2 protein 


12.44 8.67e-10 47-80 




IPB002494A 




12.44 9.03e-09 40-73 





IPB002494C 


Keratin, high sulfur B2 P^m 

era in, ^ lg su ur rj 


14.46 2.31e-10 60-103 


4m — 


lrh>UUzj j Ir 


Coronavirus SI glycoprotein 


13.91 7.68e-09 79-120 


41^ 


IPB002867D 


Cysteine-rich domam ( C 6HC) ^ domain — 


24.88 6.49e-09 53-84 


4m — 


IPB002919A 




15.56 3.57e-09 67-79 


4m — 


PR00858B 


rypsm n 1 1 01- we cy& eine ^ 


5.93 1.48e-09 55-73 


4m — 

1329 


rKUUO/ZA 


rus acean melj ^ 

iperai. rosop y 


5.17 7.41e-09 99-111 


— — — 
~~ — 


PR01 117A 


CL^o^M ride channel si aturel 


7.79 9.47e-09 66-78 




pD/11 nip 


— — C %s\c 361 i — attire II 

onnexin — ( x ) signa ure 


3.45 5.12e-09 42-54 


— 

4m — 


PR01228C 


Eggshell protein signature 111 


5.69 1.22e-10 17-32 


4m — 


pom oocr 1 
rKUlZZot^ 


Eggshell protein signature HI 


5.69 1.22e-10 21-36 





PR01228C 


ggs e pro ein signa ure 


5.69 1.22e-10 25-40 




PR01228C 




5.69 1.22e-10 29-44 


4m — 


PR01228C 


F^sh-il fro*e!n *frOTtw» in 


5.69 1.22e-10 33-48 


— -- — 


PR01228C 


E^rAl P rotcln si^aturc III 


5.69 1.22e-10 37-52 


4m — 


PRO 1 228 C 


H^rTll Protein signature III 


5.69 2.34e-09 41-56 


n9Q — 


PRO 1 228 C 


— - c ^ d| ' r ) - t y ( _ n[ 


5.69 5.86e-09 18-33 


— r- 


PR01228C 


l^shell 'irolein si»n^ture III 


5.69 5.86e-09 22-37 


— — — — 


PR01228C 


^ , . ' — ^ " T ^ 

ggsie pro em signa uie 


5.69 5.86e-09 26-41 


4m — 


1 KUlZZoO 




5.69 5.86e-09 30-45 


4m — 


PRO 1 228 C 


Kr^Ml CmS ' gna ^^-J^ 


5.69 5.86e-09 34-49 


4m — 


rKVlZZOL, 


E^qrTll Motrin simnturelli 


5.69 5.86e-09 38-53 


4m — 


PRO 1 228 C 


- l - , signature III 

ggsne pro ern signa ure 


5.69 6.48e-09 13-28 


4m — 
4m — 




ro amine 


5.48 1.00e-08 76-102 


4m — 


IrrSUUUZZ 1 


ro amine 


5.48 1.00e-09 83-109 




IrrsUUUZZl 


ro amine 


5.48 1.46e-09 65-91 


— 


lr rSUUUZZ 1 


rotamme 


5.48 2.19e-ll 103-129 


4m — 


IrQUUUZZl 




5.48 2.59e-ll 64-90 


4m — 


IPB000221 


p t &m |"g pl 

ro amine 


5.48 2.73e-10 118-144 


4m — 


IPBOOO^l 




5.48 2.97e-12 74-100 


4m — 


IPB000221 


ro amine ^ 

ro amine 


5.48 3.31e-09 109-135 


4m — 


tp P-nnmo 1 
IrrJUUUZZl 


ro amine 


5.48 3.31e-09 122-148 


4m — 


IroUUUzZ I 


ro amine 


5.48 3.91e-ll 78-104 


4m — 

J330 


IPB000221 


ro amine 


5.48 4.70e-10 62-88 


J335 — 


IPB000221 


ro amine 


5.48 4.70e-10 94-120 


J330 — 


IPB000221 


ro amine 


5.48 5.15e-09 107-133 




IPB000221 


Protamine PI 


5.48 5.27e-09 52-78 


1330 


IPB000221 


Protamine PI 


5.48 6.16e-ll 92-118 


1330 


IPB000221 


Protamine PI 


5.48 6. 19e-09 116-142 


1330 


IPB000221 


Protamine PI 


5.48 6.43e-ll 99-125 


1330 


IPB000221 


Protamine PI 


5.48 6.88e-09 111-137 


1330 


IPB000221 


Protamine PI 


5.48 6.88e-09 97-123 


1330 


IPB000221 


Protamine PI 


5.48 7.62e-ll 60-86 


1330 


IPB000221 


Protamine PI 


5.48 8.89e-10 101-127 


1330 


IPB000221 


Protamine PI 


5.48 9.30e-12 63-89 
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J330 


^a->-71 

IPB000271 


-— : . 

Ribosoma protein 


15.87 9.78e-09 111-148 


1330 


1PB000492B 


Protamine 2 (PRM2) 


5.26 3.84e-09 75-109 


J330 


IPB000492B 


Protamine 2 (PRM2) 


5.26 5.88e-ll 98-132 




IPB000492B 


Protamine 2 (PRM2) 


5.26 6.38e-09 94-128 


"411^ — 


lr 15UUU4yZD 


Protamine 2 (P^^) 


5.26 6.67e-09 107-141 


; 33 ^ — 


irtsuuu4yzts 


foamine4 


5.26 6.97e-10 103-137 


~iHr! — 

— 




ro amine ; 


5.26 7.75e-09 77-111 


J330 — 


IPB000492B 


Protamine ( ■> 


5.26 8.12e-10 106-140 




IPB000492B 


— : — ^ " 


5.26 8.34e-09 65-99 





IPB000492B 


Protamine 2 (PRM2) 


5.26 8.53e-10 105-139 


1330 


IPB000492B 


Protamine 2 (PRM2) 


5.26 9.06e-10 78-1 12 


1330 


IPB000492B 


Protamine 2 (PRM2) 


5 26 9 35e-l 1 102-136 




IPB000492B 


Protamine 2 (PRM2) 


5.26 9.35e-ll 79-113 


1330 


IPB000492B 


Protamine 2 (PRM2) 


5.26 9.69e-10 100-134 


1330 


IPB000492B 


Protamine 2 (PRM2) 


5 26 9 90e-09 111-145 


1330 


IPB003134F 


Repeat in HSl/Cortactin 


15.66 7.21e-09 183-231 


1330 


PR00055C 


HIV TAT domain signature III 


9 12 5 92e-09 16-32 


1331 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 2.80e-10 54-91 


1332 


IPB002223 


Pancreatic trypsin inhibitor (Kunitz) family 


— — — — — — ■ZT-rr-r^z 

17.66 2.61e-23 92-126 


1332 


PR00759A 


Basic protease (Kunitz-type) inhibitor 
family signature I 


14.67 5.71e-10 73-87 


1332 


PR00759B 


Basic protease (Kunitz-type) inhibitor 
family signature II 


1? 35 1 28e-10 101-111 


1332 


PR00759C 


Basic protease (Kunitz-type) inhibitor 
family signature III 


12 43 2 24e-l 1 1 1 1-126 


J333 




IPB000822 


Zinc finger, C2II2 type 


14.67 1.75e-19 201-226 





IPB000822 


Zinc finger, C2H2 type 


14.67 1.75e-20 341-366 


_L333 


1PB000822 


Zinc finger, C2H2 type 


14.67 2.13e-15 369-394 




IPB000822 


Zinc finger, C2H2 type 


14.67 5.50e-20 229-254 


4m — 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.91e-21 285-310 


-J!H 


IrLJUUUoZZ 


Zinc finger, C2H2 type 


14.67 7.00e-20 313-338 


4m — 

J333 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.10e-22 257-282 


_1333 


IPB001275 


DM DNA binding doma 




19.17 1.29e-13 245-284 


J333 


IPB001275 


DM DNA binding doma 




. 19. 17 2.34e-12 329-368 


_1333 


IPB001275 


DM DNA binding doma 




19.17 2.95e-10 217-256 


J333 


IPB001275 


DM DNA binding doma 




19.17 3.51e-09 357-396 


_1333 


1PB001275 


DM DNA binding doma 




19.17 7.00e-13 273-312 


J333 


IPB001275 


DM DNA binding doma 




19.17 7. 15e-14 301-340 


_1333 


IPB001909 


KRAB box 


17.37 9.10e-31 8-42 


J333 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.00e-13 198-211 


J333 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.64e-13 254-267 


1333 


PR00048A 


C2H2-type zinc finger signature I 


9.94 1.64e-13 282-295 


J333 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.21e-ll 226-239 




PR00048A 


C2H2-type zinc finger signature I 


9.94 6.79e-13 366-379 


-j!H — 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.36e-13 310-323 


1333 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.53e-l 1 338-351 


1333 


PR00048B 


C2H2-type zinc finger signature II 


5.52 1.00e-09 270-279 


1333 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.29e-10 326-335 


1333 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.50e-ll 242-251 


1333 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.00e-09 298-307 


1333 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.00e-12 354-363 


1333 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.50c-09 214-223 
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PR00806B 


Vinculin si — aturell 


4.27 9.04e-09 333-346 


— — — 


PR00806B 


v'^lin si^ature II " 


4.27 9.64e-09 332-345 


4Hs — 


PR01217G 


Proline rich extensin signature VII 


4.02 7.47e-09 399-424 


1337 


PR00806B 


Vinculin signature II 


4.27 9.04e-09 333-346 




PR00806B 




4.27 9.64e-09 332-345 


1337 


PR01217G 


Proline rich extensin signature VII 


4.02 7.47e-09 399-424 




IPB001526A 


Ly-6/u-PAR domain 


13.24 8.33e-09 7-22 


4m — 


PRO 1226 A 


Expansin signature I 


5.84 6. 1 le-09 259-273 


1339 


IPB000729D 


PMP-22/EMP/MP20 family 


18.96 7.30e-10 182-209 


J340 


IPB000729D 


PMP-22/EMP/MP20 family 


18.96 7.30e-10 173-200 


1341 


IPB003397B 


Mitochondrial import inner membrane 


21.18 9.79e-10 60-105 


1343 


IPB000353B 


Class II histocompatibility antigen, beta 


19. 16 4.94e-16 187-236 


1343 


IPB001003B 


MHC Class II, alpha chain, alpha- 1 domain 


14.72 9.90e-10 195-238 


1343 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17.51 8. 50e-16 208-230 




IPB002499N 


Major Vault Protein repeat 


12.73 9.47e-09 220-273 


1345 


PR00462B 


Fungal lignin peroxidase family signature II 


14.83 4.74e-09 34-52 


1347 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20 23 3 77e-09 202-239 


1347 


IPB003006B 


Immunoglobulin and major 


20.23 8.83e-ll 306-343 


1347 


PR01236A 


Tumour necrosis factor beta (lymphotoxin- 
alpha) signature I _ 


4.92 5.60e-09 3-19 




1348 


— — — — 

IPB003006B 


n^tocompatibility complex domain 


20.23 1.36e-10 403-440 


1350 


PR01218B 


Pistil-specific extensin-like signature II 


8.47 4.88e-09 115-138 




PR00019A 


Leucine-rich repeat signature I 


11.72 7.33e-10 193-206 


1356 


IPB002896F 


Herpesvirus glycoprotein D 


21.08 9.22e-09 327-362 


1356 


1PB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20 23 5 15e-09 276-313 


1357 




IPB002159A 


CD36 family 


36.08 5.26e-39 258-31 1 


J357 


IPB002159B 


CD36 family 


29.25 5.13e-34 334-379 


1359 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17.51 1.00e-10 160-182 


— — 

1359 


TPnnmnnAn 
lrxJUUjUUOD 


Immunog o _u m an^ major 


20.23 6.09e-ll 206-243 


~V363 


PR01432K 


is ocompa l l ^*™' ip ex omam 


2.19 8.43e-09 873-895 





IPB000885A 


Fibrillar colla en C-terminal domain 


11.46 1.00e-15 200-237 





irrsuuuoojA 


"fVII 11 — C terminal domain 


11.46 1.20e-10 167-204 


~rffl — 


IPB000885A 


Fi^lVr °olla g en C-terminal domain 


11.46 1.25e-16 191-228 


— 


IPB000885A 


fV'U 31 " °olla S en c'terminal domain 


11.46 2.00e-13 203-240 


— 


IPB000885A 


' " colla en C-terminal domain 


11.46 2.20e-20 179-216 


— 


IrJDUUUoojA 


' n ar co a £ — C terminal d : 


11.46 2.80e-18 176-213 





lrJDUUUiSESjA 


Fibrillar collagen C terminal domain 


11.46 4.29e-19 182-219 


1366 


1PB0008S5A 


Fibrillar collagen C-terminal domain 


11.46 6.58e-10 209-246 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 7. 15e-09 164-201 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 7.85e-16 173-210 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 8.20e-20 185-222 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 8. 99e- 11 206-243 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 9.03e-15 197-234 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 9.11e-13 170-207 


1366 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 9.37e-16 194-231 



WO 03/054152 
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_1366 — 


— 

IPB000885A 


-— -77| j| ^7 • al domain 


11.46 9.71e-19 188-225 


J366 


IPB000885B 


Fibri ar co agen ' ^™na domain 


19.15 1.12e-19 174-227 


J366 


IPB000885B 


1 n ar c0 agen c " t g rminal d oma i n 


19.15 2.73e-20 186-239 


1366 


IPB000885B 


Hbri ar co agen "^™" a domain 


19.15 3.59e-17 171-224 


1366 


IPB000885B 


in/'ll^ C ° 11 aSe ' 1 r'terminal domain 


19.15 4.58e-16 189-242 




IPB000885B 


' ".. ar C ° agen p'g™™) d oma i n 


19.15 5.11e-10 153-206 


-i 3 -!! 


IrDuUUSoOxj 


l n ai 00 c " t g™|^ 1 domain 


19.15 5.31e-12 159-212 





IPB000885B 


Fibrillar collagen c'terminal domain 


19.15 5.77e-16 192-245 


4m — 

J366 


IPB000885B 


Fibrillar collasen C-terminal domain 


19.15 5.98e-15 162-215 


J366 


IPB000885B 


Fibrillar collagen C-terminal |j°rcain 


19.15 6.06e-14 165-218 


1366 


IPB000885B 




19.15 6.18e-20 177-230 


J366 — 


IPB000885B 


Fibu ar co a ° en p" 6 "™^ domain 


19.15 6.46e-14 195-248 


_1366 — 


IPB000885B 


Fibri ar co agen domain 


19.15 6.66e-10 201-254 


1366 


IPB000885B 


1 1 11 a n c'terminal domain 


19.15 6.87e-13 198-251 


1366 


IPB000885B 


Fibrillar collagen L -terminal domain 


19.15 7.36e-19 168-221 


1366 


IPB000S85B 


Fibrillar collagen ^"^™|^| j"™^ 


19.15 7.55e-13 156-209 


_1366 — 


IPB0008S5B 




19.15 8.78e-12 150-203 


J366 — 


1PB000885B 


Fbll^ ^ll^n c'terminal domain 


19.15 9.16e-24 180-233 


1366 


IPB000885B 


Fibrillar colleen c'terminal domain 

l n arco ag 


19.15 9.60e-22 183-236 


1366 


IPB001073A 


Complement Clq protein 


22.14 1.00e-13 202-236 


1366 


IPB001073A 


Complement Clq protein _ 


22.14 1.46e-16 193-227 


1366 


IPB001073A 


Comp emen C} pro em 


22.14 2.76e-15 196-230 


1366 


IPB001073A 


Comp ement q pro ein 


22.14 3.77e-16 190-224 


1366 


IPB001073A 




22.14 3.90e-10 208-242 


1366 


IPB001073A 


omp emen ^ q pro em 


22.14 4.69e-16 175-209 


1366 


IPB001073A 


omp emen ^ q protein 

Comp emen q pro in 


22.14 5.83e-15 178-212 




1PB001073A 




22.14 6.18e-19 184-218 


ifH — 


IPB001073A 


^oniplement Clq protein 


22.14 7.51e-13 181-215 


1366 


IPB001073A 


Complement Clq protein 


22.14 8.02e-15 205-239 




IPB001073A 




22.14 8.40e-14 199-233 


1366 


IPB001073A 


Complement Clq protein 


22.14 8.78e-10 172-206 


1366 


IPB001073A 


Complement Clq protein 


22.14 8.85e-13 187-221 


1366 


IPB001073B 


Complement Clq protein 


20.88 7.26e-29 281-315 


1366 


IPB001073C 


Complement Clq protein 


13 07 1 87e-14 349-368 


1366 


IPB001073D 


Complement Clq protein 


7.60 8.20e-13 383-392 


1366 


IPB001442A . 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 1 44e-18 169-221 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 1.52e-23 181-233 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 2.08e-14 160-212 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 3 00e-18 166-218 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 3 20e-16 202-254 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 3.25e-12 157-209 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 3.72e-13 196-248 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 3.93e-17 193-245 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 3.97e-12 199-251 


1366 


IPBOO 1442A | C-terminal tandem repeated domain in type 


26.12 4.08e-21 175-227 
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4 procollagen 




1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 4 45e-16 190-242 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


0£ 1 0 A HA** 10 1 QA IXfx 
ZO. 1Z 4. IHQ-ly 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 6.01e-22 172-224 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


o*; 10 £ oaa no 15A i(\f\ 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 6 40e-22 178-230 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 6 54e-ll 148-200 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 6 86e-17 187-239 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26 12 6 97e-16 163-215 


1366 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


1< n o An p. 10 I5l_0fn 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


10 "32 1 57a 1 1 90Q-09Q 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 2 34e-09 182-202 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


10 "5C 0 80a fJQ 1R£ 90R 

iz.os z.oze-uy lao-zuo 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


10 QQ 1 5 00 170 100 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 4.00e-l 1 206-226 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


lO 1« A /17a 10 101 Oil 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 5 01e-09 203-223 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 5 24e-10 194-214 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 7 30e-10 200-220 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 7 57e-ll 197-217 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 7 93e-09 176-196 


1366 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 8 42e-09 185-205 


1366 




IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 8. 66e-09 212-232 


~1366 


PR00007A 


Complement C1Q doma 


n signature I 


20.64 6.54e-20 274-300 


1366 


PR00007B 


Complement C1Q doma 




15.63 3.13e-14 301-320 


1366 


PR00007C 


Complement C1Q doma 


n signature III 


16.13 2.62e-15 349-370 


1366 


PR00007D 


Complement C1Q domain signature IV 


9.66 1.95e-12 381-391 


1367 


IPB001427A 


Pancreatic ribonuclease family 


12.97 1.41e-10 31-40 


1367 


IPB001427B 


Pancreatic ribonuclease family 


31.44 4.30e-29 45-95 


1367 


IPB001427C 


Pancreatic ribonuclease family 


24.33 8.07e-20 83-113 


1367 


PR00794A 


Pancreatic ribonuclease family signature I 


15.68 1.00e-18 46-65 


1367 


PR00794B 


Pancreatic ribonuclease family signature II 


17.91 7.55e-16 66-85 
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1367 


-— 

PR00794D 


— — 77- j family signature IV 


19.74 6.40e-20 94-116 


1368 


IPB000171A 


Fancrea icn onuc :e (Wenase 

Bacteria -type p 3 oene e y — g 


19.28 9.72e-l 157-87 


1368 


IPB000927A 




8.56 7.91e-09 55-67 


1368 


IPB002135A 


D-amino aci oxi ase „ ge 


20.39 2.50e-10 58-83 


_1369 


IPB000171A 


3-hydroxyacy - ca ^>_^io^en 

— ac eria - ype p yt y 


19.28 9.72e-l 157-87 


1369 


IPB000927A 


D-amino acid oxidase 


8.56 7.91e-09 55-67 


1369 


IPB002135A 


3-hydroxyacyl-CoA dehydrogenase 


20.39 2.50e-10 58-83 


1371 


PR00762A 


Chloride channel signature 1 


14.76 7.95e-19 108-125 


1371 


PR00762B 


Chloride channel signature II 


11.84 2.97e-16 139-158 


1371 


PR00762C 


Chloride channel signature 111 


9.42 3.57e-20 203-222 


1371 


PR00762D 


Chloride channel signature IV 


11.34 4.54e-19 440-460 


1371 


PR00762E 


Chloride channel signature V 


11.24 8.45e-16 475-491 


1371 


PR00762F 


Chloride channel signature VI_ 


15.29 4.18e-15 493-512 


1371 


PR00762G 




13.53 7. 19e-12 531-545 


1371 


PR01117A 


CLC6chtor^ 


7.79 1.09e-19 2-14 


1371 


PR01117C 


CLC-6 chloride channel signature III 


9.38 1.19e-17 54-66 


1371 


PR01117D 




6.15 1.10e-13 159-168 


1371 


PR01117E 


fT C 6 irl""^ °hannel si^ature V 


7.29 1.10e-13 170-179 


1372 


IPB000276A 


h a °- rv rvm f — 1 

Rhodopsin-h e _ — super — i_y 


11.56 1.69e-13 159-170 


1372 


PR00245A 


Olfactory receptor signature 1 


10.98 2.50e-13 133-144 


1372 


PR00245B 


Olfactory receptor signature II 


13.73 5.70e-12 170-182 


1372 


PR00534A 


Melanocortin receptor family signature I 


12.77 8.04e-09 92-104 


1372 


PR00642C 


EDG-1 sphingosine 1 -phosphate receptor 
signature III 


13.87 4.43e-09 89-101 


1374 


IPB000109A 


PTR peptide transporters (PTR2) 


10.85 3.79e-15 44-62 


1374 


IPB000109B 


PTR peptide transporters (PTR2) 


29.23 4.18e-23 67-119 


1374 


PR00308C 


Type I antifreeze protein signature 111 


2.79 2.78e-09 20-29 


1374 


PR01471B 


Histamine H3 receptor signature II 


12.38 9.63c-09 24-42 


1375 


IPB000169A 


Eukaryotic thiol (cysteine) proteases active 
site 


10.17 1.00e-14 132-141 


1375 


IPB000169C 


Eukaryotic thiol (cysteine) proteases active 


8 11 2.93e-ll 274-284 


1375 


IPB000169D 


Eukaryotic thiol (cysteine) proteases active 
site 


8 56 9 44e-19 295-311 


1375 


PR00704C 


Calpain cysteine protease (C2) family 
signature III 


11 35 6.01e-09 132-148 


1375 


PR00705A 


Papain cysteine protease (CI) family 
signature I 


11.22 2.80e-21 132-147 


1375 


PR00705B 


Papain cysteine protease (CI) family 
signature II 


10.02 1.45e-10 276-286 


1375 


PR00705C 


Papain cysteine protease (CI) family 
signature III 


13.28 1.00e-09 295-301 


1376 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 9.05e-10 125-136 


1376 


IPB000276B 


Rhodopsin-like GPCR superfamily 


4.97 5.74e-09 201-212 


1376 


PR00237B 


Rhodopsin-like GPCR superfamily 
signature II 


12 45 7 87e-09 66-87 




r KUUZ 3 J 


Rhodopsin-like GPCR superfamily 
signature III 


14.77 8.50e-12 111-133 


1376 


PR00237E 


Rhodopsin-like GPCR superfamily 
signature V 


13.03 4.21e-ll 193-216 


1376 


PR00237F 


Rhodopsin-like GPCR superfamily 
signature VI 


14.34 4.55e-l 1 397-421 


1376 


PR00237G 


Rhodopsin-like GPCR superfamily 
signature VII 


19.23 6.09e-09 436-462 
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1376 


PR01103B 


: ; 1 tt — " 

Adrenergic receptor signature 11 


13.72 2.50e-10 139-147 


1378 


IPB000203A 


GPS domain 


18.40 9.74e-09 209-239 


1378 


IPB000203B 


GPS domain 


13.98 3.25e-15 325-346 


1378 


IPB000832C 


G-protein coupled receptors family 2 
(secretin-like) 


19.53 1.00e-10 325-354 


1378 


PR00249C 


III 


15.44 3.32e-09 327-350 


1378 


PR01380A 


Claudin-5 signature I 


5.16 8.79e-09 265-273 


1380 


IPB002190A 


MAGE family 


31.63 4.40e-18 1-37 


1380 


IPB002190B 


MAGE family 


27,39 1.61e-26 109-153 


1380 


IPB002190C 


MAGE family 


33.01 9.12e-31 179-233 


1380 


IPB002190D 


MAGE family 


18.35 1.00e-40 239-288 


1381 


PR00169G 


Potassium channel signature VII 


11.30 6.38e-09 265-287 


1381 


PR01320B 


Inward rectifier K+ channel superfamily 
signature II 


12.73 7.46e-ll 162-184 


1381 


PR01333A 


Two pore domain K+ channel signature I 


18.74 8.11e-28 168-196 


1381 


PR01333B 


Two pore domain K+ channel signature II 


10.39 2.58e-09 171-180 


1381 


PR01333B 


Two pore domain K+ channel signature 11 


10.39 7.10e-10 280-289 


1381 


PR01463F 


EAG/ELK/ERG potassium channel family 
signature VI 


4.09 3.42e-09 268-285 


1381 


PRO 1499 A 


Trek K+ channel signature I 


8.28 7.99e-12 21-34 


1381 


PR01499B 


^TrekK+ channel signature 11^ 


9.88 8.15e-21 68-85 


1381 


PR01499C 




9.14 7.07e-14 105-117 


1381 


PRO 1 499 D 


Tk K+ °1 an " e i S ' g ' ia ture IV ~ 


8.87 9.05e-20 119-137 


1381 


PR01499E 


Tk K+ ^Tnnel stature V 


14.43 2.73e-14 146-158 


1381 


PR01499F 


10 ^ + ° 1 ianll g 1 glf^ature VI 

J_re — _c anne sign 


10.57 1.00c-24 196-215 


1381 


PR01499G 


Trek K+ channel signature Vll 


12.38 7.80e-22 216-235 


1381 
1381 


PR01499H 




9.00 6.71e-14 237-248 


PRO 14991 


T^k Kl- channel signature IX^ 


11.15 4.73e-20 293-308 


1381 


PR01499J 


Trek K+ channel signature X 


16.62 l.lle-16 315-326 


1381 


PR01499K 


Trek K+ channel signature XI 


11.81 2.96e-20 328-344 


1381 


PR01499L 


Trek K+ channel signature XII 


13.04 4.80e-17 364-378 


1382 


IPB000920C 


Myelin P0 protein 


15.78 6.50e-09 245-297 


1382 


IPB003784 


BioY 


27.20 1.22e-09 263-313 


1382 


PR00213E 


Myelin P0 protein signature V 


5.51 8.97e-09 263-287 


1382 


PR01228C 


Eggshell protein signature III 


5.69 5.14e-09 306-321 


1385 


IPB001039A 


Major histocompatibility complex protein, 
Class I 


17.17 8.89e-ll 19-72 


1388 


IPB002130A 


Cyclophilin-type peptidyl-prolyl cis-trans 
isomerase 


13.87 1.53e-18 58-79 


1388 


IPB002130B 


Cyclophilin-type peptidyl-prolyl cis-trans 
isomerase 


21.20 2.93e-37 88-126 


1388 


IPB002130C 


Cyclophilin-type peptidyl-prolyl cis-trans 
isomerase 


16.92 9.50e-34 138-175 


1388 


PR00153A 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature I 


14 60 1.00e-15 64-79 




PR00153B 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature II 


12.94 5.24e-17 93-105 


1388 


PR00153C 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature III 


10.79 1.00e-17 136-151 


1388 


PR00153D 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature IV 


10.73 7.75e-16 151-163 


1388 


PR00153E 


Cyclophilin peptidyl-prolyl cis-trans 
isomerase signature V 


8.39 5. 15e-10 164-179 
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IPB000276B 


Rhodopsin-like GPCR superfamily 


4 97 6 06e-10 102-113 


1390 


IPB000276C 


Rhodopsin-like GPCR superfamily 


8.03 8.50e-ll 162-173 


1390 


PR00237D 


Rhodopsin-like GPCR superfamily 
signature IV 


9.76 4.38e-09 58-79 


1390 


PR00237E 


Rhodopsin-like GPCR superfamily 
signature V 


13.03 6.50e-15 94-117 


1390 


PR00237F 


Rhodopsin-like GPCR superfamily 
signature VI 


14 34 5 91e-15 152-176 


1390 


PR00237G 


Rhodopsin-like GPCR superfamily 
signature VII 


19.23 5.70e-09 192-218 


1390 


PR00529D 


Gonadotrophin releasing hormone receptor 
signature IV 


OO <fl 7 1 Q<* 1 ^ 9 1 7 
ZZ. DU /.JOC-ljZ-1/ 


1390 


PR00529F 


Gonadotrophin releasing hormone receptor 
signature VI 


5 71 5 09e-10 75-89 


1390 




PR00529H 


Gonadotrophin releasing hormone receptor 
signature VIII 


9.64 9.43e-ll 176-196 


1392 


IPB003662A 


General substrate transporters 


18.97 8.76e-13 196-228 




IPB000276A 




11.56 1.69e-13 157-168 


1393 


PR00237C 


Rhodopsin-like GPCR superfamily 
signature III 


14.77 3.84e-10 143-165 


1393 


PR00245B 


Olfactory receptor signature II 


13 73 6.54e-ll 168-180 


1393 


PR00245C 


Olfactory receptor signature III 


14 65 3 75e-ll 215-231 


1393 


PR00245E 


Olfactory receptor signature V 


8 96 7 91e-10 322-333 


1397 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20 23 6 88e-09 294-33 1 


1397 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 S.92e-1 0 487-524 


"1397 — 


IrliKJVjjjZyii 




20.65 2.31e-09 646-668 


1397 


PR00014C 


Fibronectm type III repeat signature III 


14.47 8.71e-09 585-603 


_1397 


PR00014D 


Fibronectin type HI repeat signature IV 


15.12 2.96e-09 1023-1037 


1397 


PR00014D 


Fibronectin type III repeat signature IV 


15 12 9 22e-09 701-715 




IPB000195B 


RabGAP/TBC domain 


14 35 5 15e-09 38-50 


1402 


PR00250G 


Fungal pheromone mating factor STE2 
GPCR signature VII 


9.58 9.75e-09 21-42 


1409 


IPB001359H 


Synapsin 


22.58 9.63e-10 53-103 


1409 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20 23 1 43e-13 297-334 




IPB003531C 


Short hematopoietin receptor family 1 


15 87 9 38e-ll 543-560 


1413 


PR01131B 


Connexin36 (Cx36) signature II 


3.45 2.4 le-09 500-512 


1414 


IPB001993A 


Mitochondrial energy transfer proteins 
(carrier protein) 


icqi 7 nr\o 1 1 i at. l £7 
to. yi /.UL/e-ii i^o-io/ 


1414 


IPB001993A 


Mitochondrial energy transfer proteins 
(carrier protein) 


io. yi /.jue-io HO-/U 


1414 


IPB001993B 


Mitochondrial energy transfer proteins 
(carrier protein) 


9.00 5.15e-14 182-195 
———————— 


1414 


PR00927E 


Adenine nucleotide translocator 1 signature 


14.99 6.33e-09 74-95 


1416 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 1.00e-09 6-43 


1416 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 7.92e-09 88-125 


1417 


IPB000315A 


B-box zinc finger superfamily 


24.51 3.25e-10 30-53 


1417 


IPB001841 


RING finger 


10.69 1.56e-10 42-51 


1418 


IPB001285A 


Synaptophysin/synaptoporin 


12.19 1.00e-28 41-87 
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1418 


IPB001285C 


Synaptophysin/synaptoponn 


15.24 9.89e-23 125-165 


1418 


IPB001285D 


Synaptophysin/synaptoporin 1 


12.74 4.03e-13 166-200 


1418 


IPB001285E 


Synaptophysin/synaptoporin 


9.55 2.98e-24 201-247 


1418 


PR00220A 


Synaptophysin/synaptoporin family 
signature I 


13 69 7 60e-26 38-60 


1418 


PR00220B 


Synaptophysin/synaptoporin family 
signature II 


17 03 5 35e-23 62-87 


1418 


PR00220C 


Synaptophysin/synaptoporin family 
signature III 


11 86 2.85e-25 117-141 


1418 


PR00220D 


Synaptophysin/synaptoporin family 
signature IV 


10.60 6.84e-25 149-172 


1418 


PR00220E 


Synaptophysin/synaptoporin family 
signature V 


4.56 4.60e-23 216-234 


1418 


PR00489C 


Frizzled protein signature III 


8.19 2.36e-09 216-240 


1419 


IPB000729B 


PMP-22/EMP/MP20 family 


13.56 4. 86e-ll 49-59 


1419 


IPB000729C 


PMP-22/EMP/MP20 family 


37.83 9.01e-15 80-132 


1419 


IPB000729C 


PMP-22/EMP/MP20 family 


37.83 9.72e-10 87-139 


1421 


IPB001905A 


Ammonium transporter family 


22.03 8.47e-14 69-97 


1421 


IPB001905B 


Ammonium transporter taroily 


19.59 6.08e-17 127-159 


1421 


IPB001905C 


Ammonium transporter family 


15.52 5.35e-18 178-203 


1421 


IPB001905D 


Ammonium transporter family 


11.89 3. 61e-19 217-240 


1421 


IPB001905F 


Ammonium transportei family — 


17.91 l.OOe- 18 287-313 


1421 


PR00342B 


Rhesus blood group protein signature n 


14.04 5.57e-13 61-78 


1421 


PR00342C 




11.52 5.03e-ll 90-107 


1421 


PR00342D 


Rhes" 3 bj 00 <* g rou P P r0 | em Slg "^^ ly 


11.18 8.69e-13 128-144 


1421 


PR00342B 


Rhesus b oo groupjiro^eiii si^ ^ 

Rhesus b oo group pro em signa me 


17.96 3.74e-10 151-174 


1421 


PR00342F 


Rhesus blood group protein signature vl 


8.73 3.88e-10 185-200 


1421 


PR00342G 


Rhesus blood group protein signature VII 


10.10 2.70e-20 220-238 


1421 


PR00342H 


Rhesus blood group protein signature VIII — 


8.86 1.76e-l2 250-272 


1423 


IPB001427A 


Pancreatic ribonuclease ramuy 


12.97 5.09e-10 36-45 


1423 


IPB001427B 


Pancreatic ribonuclease family 


31.44 6.04e-34 50-100 


1423 


IPB001427C 


Pancreatic ribonuclease family 


24.33 2.17e-13 106-136 


1423 


PR00794A 


Pancreatic ribonuclease family signature I 


15.68 6.31e-13 51-70 


1423 


PR00794B 


Pancreatic ribonuclease family signature II 


17.91 6.34e-13 71-90 


1423 


PR00794C 


Pancreatic ribonuclease family signature 111 


16.87 8.07e-14 96-114 


1423 


PR00794D 


Pancreatic ribonuclease family signature IV 


19.74 2.37e-09 117-139 


1426 


IPB000038A 


Cell division/GTP binding protein 


16.77 9.89e-09 447-488 


1426 


IPB001984C 


ATP-dependent serine proteases, Lon 
f ami ty : — — — 


12.76 3.32e-09 158-194 


1426 


PR00318A 


Alpha G protein (transdural) signature 1 


6.88 5.19e-10 469-484 


1426 


PR00830A 


Endopeptidase La (Lon) serine protease 
(SI 6) signature I 


8.52 2.14e-ll 165-184 


1426 


PR01100A 


Shikimate kinase family signature I 


8.30 1.00e-08 470-485 


1427 


IPB000483 


Leucine rich repeat C-terminal domain 


11 18 6.85e-13 164-178 


1427 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 8.20e-10 259-296 


1427 


PR00019A 


Leucine-rich repeat signature I 


11.72 3.18e-09 52-65 


1427 


PR00019A 


Leucine-rich repeat signature I 


11.72 5.64e-09 77-90 


1427 


PR00019B 


Leucine-rich repeat signature II 


11.42 1.27e-09 25-38 


1427 


PR00019B 


Leucine-rich repeat signature II 


11.42 4.82e-09 49-62 


1427 


PR00019B 


Leucine-rich repeat signature II 


11.42 6.32e-l 174-87 


1430 


PR00462B 


Fungal lignin peroxidase family signature II 


14.83 4.74e-09 34-52 


1435 


IPB002610A 


Rhomboid family 


5.73 9.50e-10 185-194 


1437 


IPB001627A 


Sema domain 


16.97 9.34e-09 138-153 
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1437 




IPB001627C 


— : 

Sema domain 


21.13 7.11e-09 201-232 


1437 


IPB001627D 


Sema domain 


16.04 9.47e-17 249-264 


1437 


IPB001627F 


Sema domain 


22.05 8.50e-27 293-326 


1437 


IPB001627G 


Soma domain 


21.49 5.36e-22 346-379 


1437 


IPB001627J 


Sema domain 


11.43 2.97e-14 462-478 


1437 


IPB001627K 


Sema domain 


13.76 4.00e-14 540-552 


1437 


IPB002165A 


Plexin repeat 


15.07 3.73e-12 138-153 


1437 


IPB002165B 


Plexin repeat 


13.59 3.43e-12 175-184 


1437 


IPB002165C 


Plexin repeat 


18.49 6.32e-34 293-325 


1437 


IPB002165D 


Plexin repeat 


14.72 2.85e-15 540-552 


1437 


IPB002861B 


Reeler domain 


10 50 3.56e-09 890-918 


1437 


IPB002861B 


Reeler domain 


10.50 9.76e-12 644-672 


1437 


PR01303D 


Plasmodium circumsporozoite protein 
signature IV 


10 57 2.50e-09 708-725 


1438 


PR00170A 


Voltage-gated Na+ channel alpha subunit 
signature I 


8 35 3 04e-10 800-819 


1438 


PR01097A 


Transient receptor potential family 
signature I 


1 1 54 5 06e-09 799-820 


1439 


PR00170A 


Voltage-gated Na+ channel alpha subunit 
signature I 


8 35 3.04e-10 881-900 


1439 


PRO 1097 A 


Transient receptor potential family 
signature I 


11 54 5 06e-09 880-901 


1442 


IPB000483 


Leucine rich repeat C-terminal domain 


11.18 6.73e-12 186-200 


1442 


PR00019A 


Leucine-rich repeat signature I 


11.72 1.33e-10 106-119 


1443 


IPB000135A 


High mobility group proteins HMG1 and 
HMG2 


1 1 69 2 69e-3 1 ^4-88 


1443 


IPB000135B 


High mobility group proteins HMG1 and 
HMG2 


13 24 3.78e-24 88-132 


1443 


IPB000203A 


GPS domain 


18 40 8.43e-09 126-156 


1443 


IPB000203B 


GPS domain 


13.98 4.95e-12 286-307 


1443 


IPB000832C 


G-protein coupled receptors family 2 
(secretin-like) 


19 53 4 64e-14 286-315 


1443 


PR00249C 


Secretin-like GPCR superfamily signature 
III 


15 44 9 56e-10 288-311 


1443 


PR00249D 


Secretin-like GPCR superfamily signature 
IV 


14 10 9 44e-09 327-352 


1443 


PR00886A 


High mobility group (HMG1/HMG2) 
protein signature I 


10 57 8 29e-17 37-59 


1443 


PR00886B 


High mobility group (HMG1/HMG2) 
protein signature II 


10.07 8.97e-13 60-80 


1443 


PR00886C 


High mobility group (HMG1/HMG2) 
protein signature III 


11.20 1.40e-ll 104-122 


1448 


IPB002000D 


Lysosome-associated membrane 
glycoprotein (Lamp) 


5.87 5.75e-09 419-432 


1448 


PR00308C 


Type I antifreeze protein signature III 


2.79 9.64e-09 758-767 


1449 


PR00180B 


Cellular retinaldehyde-binding protein 


15 78 8 03e-09 236-260 


1452 


IPB001993A 


Mitochondrial energy transfer proteins 
(carrier protein) 


16.91 8.65e-10 33-57 


1452 


IPB001993A 


Mitochondrial energy transfer proteins 
(carrier protein) 


16.91 9.39e-09 130-154 


1452 


IPB001993B 


Mitochondrial energy transfer proteins 
(carrier protein) 


9.00 4.21e-09 78-91 


1452 


IPB001993B 


Mitochondrial energy transfer proteins 


9.00 7.14e-ll 173-186 
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(carrier protein) 




1452 


PR00926D 


Mitochondrial carrier protein signature IV 


10.86 7.92e-17 41-59 1 


1452 


PR00926E 


Mitochondrial carrier protein signature V 


11.83 5.74e-19 89-107 


1452 


PR00926F 


Mitochondrial carrier protein signature VI 


17 31 1.00e-09 35-57 


1452 


PR00926F 


Mitochondrial carrier protein signature VT 


17.31 5.76e-24 132-154 


1452 


PR00927A 


Adenine nucleotide translocator 1 signature 
I 


7.76 8.53e-09 28-40 


1452 


PR00927B 


Adenine nucleotide translocator 1 signature 
II 


15 15 1 44e-12 164-185 


1452 


PR00927D 


Adenine nucleotide translocator 1 signature 
IV 


10.82 3.79e-13 26-39 


1452 


PR00927E 


Adenine nucleotide translocator 1 signature 
V 


14 99 6 32e-ll 162-183 


1452 


PR00927E 


Adenine nucleotide translocator 1 signature 
V 


14. yy y.zje-zz d/-oo 


1452 


PR00927F 


Adenine nucleotide translocator 1 signature 
VI 


12 47 5 50e-14 128-144 


1452 


PR00927G 


Adenine nucleotide translocator 1 signature 
VII 


10 67 5 14e-15 178-193 


1454 


IPB001993A 


Mitochondrial energy transfer proteins 
(carrier protein) 


16.91 8.75e-ll 83-107 


1454 


IPB001993B 


Mitochondrial energy transfer proteins 
(carrier protein) 


9 00 1.72e-10 242-255 


1455 


PR00320A 


G protein beta WD-40 repeat signature 1 


13 15 1.96e-09 128-142 


1455 


PR00320C 


G protein beta WD-40 repeat signature III 


12.32 3.67e-09 128-142 


1456 


IPB000494A 


Epidermal growth-factor receptor (EGFR), 
L domain 




1456 


IPB000494B 


Epidermal growth- factor receptor (EGFR), 
L domain . 


24 47 6 00e-18 228-248 


1456 


IPB000494C 


Epidermal growth-factor receptor (BGFK), 
L domain 


24 40 9.45e-33 1099-1145 


1456 


IPB000494D 


Epidermal growth-factor receptor (EGFR), 
L domain 


19.44 1.00e-40 1162-1211 


1456 


IPB000494E 


Epidermal growth-factor receptor (EGFR), 
L domain 


21.65 3.53e-27 1218-1253 


1456 


IPB001060C 


Cell division control protein 15 (CDC15) 


26.16 1.00e-09 1183-1202 


1456 


IPB001245A 




22.45 4.27e-19 1105-1145 


1456 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 6.54e-29 1165-1203 


1456 


IPB001772C 


Kinase associated domain 1 


20.66 1.75e-10 1100-1130 


1456 


IPB002174A 


Furin-like cysteine rich region 


30.51 4.41e-13 126-157 


1456 


IPB002174B 


Furin-like cysteine rich region 


11.91 7.00e-10 1183-1193 


1456 


IPB003961B 


Fibronectin type III domain 


12.29 7.43e-ll 1184-1194 


1456 


PR00014D 


Fibronectin type III repeat signature IV 


15 12 6 09e-09 893-907 


1456 


PR00109A 


Tyrosine kinase catalytic domain signature I 


12.56 5.34e-ll 1066-1079 I 


1456 


PR00109B 


Tyrosine kinase catalytic domain signature 
II 


11 07 1 47e-20 1112-1130 




PR AA1 HOP 


m 


11.86 9.25e-13 1164-1174 


1456 


PR00109D 


Tyrosine kinase catalytic domain signature 
IV 


17.61 4.50e-24 1183-1205 


1456 


PR00109E 


Tyrosine kinase catalytic domain signature 
V 


12.99 4.48e-16 1227-1249 


1457 


IPB002889B 


WSC domain 


11.76 8.41e-09 1558-1604 


1462 


IPB000130 


Neutral zinc metallopeptidases, zinc- 


5.86 4.00e-12 238-248 
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: 

binding region 




1462 


-— — ; 

IPB001818A 


Matnxyn _ 


14.60 2.13e-29 91-120 


1462 


IPB00 1 8 1 SB 


Matrixin 


26.48 6.04e-31 137-178 


1462 


IPB001818C 


Matrixin 


24.38 4.09e-32 20-65 


1462 _ 


IPB001818C 


r~ a l xm ■ ~ ' 


24.38 7.43e-35 182-227 


1462 


IPB001818D 


r~ atnxm ■ 


14.91 3.08e-37 232-263 


1462 


IPB001818E 


a nxin _ 


8.86 7.19e-15 273-286 


1462 


IPB001818F 


Matrixin 


11.19 6.36e-13 309-329 


1462 


PR00138A 


Matrixin signature I 


12.54 1.64e-16 111-124 


1462 


PR00138B 


Matrixin signature II 


14.84 5.21e-10 156-171 


1462 


PR00138C 


Matrixin signature III 


20.07 1.78e-16 180-208 


1462 


PR00138C 


Matrixin signature III 


20.07 8.38e-15 18-46 


1462 


PR00138D 


Matrixin signature IV 


14.57 5.50e-31 238-263 


1462 


PR00138E 


Matrixin signature V 


7.10 8.71e-15 273-286 


1462 


PR00480B 


Astacin family signature II 


14.35 1.16e-ll 233-251 


1462 


PR00997G 


Fragilysin metallopeptidase (M10C) 
enterotoxin signature VII 


11.64 8.01e-10 244-260 


1466 


IPB000008D 


C2 domain 


14.83 5.92e-09 288-306 


1466 


PR01471E 


Histamine H3 receptor signature V 


5.41 2.43e-10 610-625 


1468 


IPB000228D 


RNA 3'-terminal phosphate cyclase 


33.18 4.89e-19 30-67 


1468 


IPB000228E 


RNA 3 '-terminal phosphate cyclase 


26.21 8.43e-09 105-146 


1468 


IPB002029A 


Aspartate and ornithine 
carbamoyltransferase family 


20.73 7.86e-09 78-105 


1470 


IPB003874C 


CDC45-1ike protein 


5.49 9.16e-10 315-326 


1473 


IPB002568A 


Carlavirus putative nucleic acid binding 
protein 


12.57 9.66e-09 9-34 


1473 


IPB002999B 


Tudor domain 


7.50 5.09c-09 29-37 


1473 


IPB003482B 


Transcription factor WhiB 


10.09 5.73e-09 10-22 


1474 


PR01547I 


Saccharomyces ccrevisiae 175.8kDa 
hypothetical protein signature IX 


15.37 7.94e-28 69-99 


1474 


PR01547K 


Saccharomyces cerevisiae 175.8kDa 
hypothetical protein signature XI 


13.61 7.00e-15 95-114 


1474 


PR01547L 


Saccharomyces cerevisiae 175.bkL)a 
hypothetical protein signature 


10.35 6.29e-19 119-135 


1477 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.88e-09 421-446 


1477 


PR01407E 


Butyrophylin C ' gn 


13.29 1.63e-09 56-80 


1478 


IPB001925C 


Eukaryotic ponn 


23.55 1.84e-28 8-61 


1478 


PR00185D 


Eukaryotic porin signature TV 


14.33 9.50e-12 111-128 


1482 


PR00449E 


Transforming protein P21 ras signature 


13.39 1.29e-l 1 464-486 


1489 


IPB003859B 


e azoa g — 


27.85 8.27e-18 205-257 


1489 


IPB003859C 


Metazoa galactosyltransterase 


19.53 3.74e-36 301-335 


1489 


IPB003859D 


Metazoa galactosyltransferase 


26.76 6.25e-27 349-382 


1491 


IPB003191M 


Guanylate-binding protein 


10.38 7.86e-28 28-58 


1491 


IPB003191N 


Guanylate-binding protein 


9.33 6.16e-21 61-91 


1491 


IPB003191O 


Guanylate-binding protein 


14.31 7.22e-28 92-132 


1491 


IPB003191O 


Guanylate-binding protein 


14.31 8.23e-09 81-121 




PR00502B 


NUD1X hydrolase family signature II 


14.82 4.15e-09 348-363 


1494 


IPB000117D 


Kappa casein 


10.18 8.71e-09 117-151 


1497 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 3.00e-15 88-125 


1498 


IPB001395E 


Aldo/keto reductase family 


20.87 7.39e-23 256-293 


1498 


IPB001395F 


Aldo/keto reductase family 


25.03 2.45e-23 317-362 


1498 


PR00069D 


Aldo-keto reductase signature IV 


19.00 3.92e-20 260-289 


1499 


IPB000237B 


GRIP domain 


30.66 8.24e-09 543-593 
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1499 


IPB000237B 


: 

GRIP domain 


30.66 8.34e-09 547-597 


1499 


IPB000996B 


Clathrin light chain 


20.25 7.55e-09 541-593 


1499 


IPB001800D 


T .ipnprotein. type 6 


22.73 9.11e-09 558-604 


1499 


IPB001800D 


Lipoprotein, type 6 


22.73 9.70e-09 563-609 


1499 


IPB002101B 


MARCKS family 


14.58 2.28e-09 545-596 


1499 


IPB002906A 


Ribosomal protein S27a 


11.48 3.00e-09 561-593 


1499 


IPB002906A 


Ribosomal protein S27a 


11.48 9.81e-10 558-590 


1499 


IPB003121A 


BAF60b domain of the SWIB complex 


13.89 9.46e-09 552-577 


1499 


IPB003134F 


Repeat in HS 1/Cortactm 


15.66 8.49e-09 552-600 


1503 


PR00049D 


Wilm's tumour protein signature IV 


0.00 9.57e-10 65-79 


1503 


PR01217B 


Proline rich extensin signature II 


4.82 8.55e-09 71-87 


1504 


IPB000436B 


Sushi domain / SCR repeat / CCP module 


8.70 8.71e-10 307-318 


1504 


PR01544D 


Arabidopsis thaliana 130.7kDa hypothetical 
protein signature IV 


14.54 9.13e-10 373-394 


1511 


IPB000822 


Zinc finger, C2H2 type 


14.67 3.77e-l 8 343-368 


1511 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.25e-19 371-396 


1511 


IPB001275 


DM DNA binding domain 


19.17 3.51e-09 331-370 


1511 


IPB001275 


DM DNA binding domain 


19.17 5.67e-09 359-398 


1511 


IPB001909 


KRAB box 


17.37 4.00e-19 230-264 


1511 


PR00048A 


C2H2-type zinc finger signature I 


9.94 5.76e-12 368-381 


1511 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.75e-16 340-353 


1511 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.43e-10 384-393 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.00e-17 1066-1091 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.00e-19 281-306 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.60e-16 393-418 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.60e-16 954-979 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.69e- 18 477-502 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 2. 13e-14 1038-1063 


1517 


1PB000822 


Zinc finger, C2H2 type 


14.67 4.79e-12 1094-1119 


1517 


IPB000822 


Zinc finger, C2II2 type 


14.67 5.50e-19 421-446 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 5.50e-20 870-895 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.73e-21 926-951 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 7.00e-20 309-334 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.36e-21 337-362 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.36e-21 982-1007 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.50e-20 449-474 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.25e-20 898-923 


1517 


IPB000822 


Zinc finger. C2H2 type 


14.67 9.31e-18 1010-1035 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.40e-16 365-390 


1517 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.44e-15 505-530 


1517 


IPB001275 


DM DNA binding domain 


19.17 1.12e-10 970-1009 


1517 


IPB001275 


DM DNA binding domain 


19.17 3.55e-10 297-336 


1517 


IPB001275 


DM DNA binding domain 


19.17 3.69e-12 437-476 


1517 


IPB001275 


DM DNA binding domain 


19.17 4.19e-09 886-925 


1517 


IPB001275 


DM DNA binding domain 


19.17 4. 19e-09 942-981 




IPB001275 


DM DNA binding domain 19.17 6.71e-13 325-364 


1517 


IPB001275 


DM DNA binding domain 19.17 6.72e-10 1082-1121 


1517 


IPB001275 


DM DNA binding domain 


19.17 6.72e-10 914-953 


1517 


IPB001275 


DM DNA binding domain 


19.17 8.06e-09 858-897 


1517 


IPB001275 


DM DNA binding domain 


19.17 8.18e-10 998-1037 


1517 


IPB001275 


DM DNA binding domain 


19.17 9.10e-ll 1026-1065 


1517 


IPB001275 


DM DNA binding domain 


19.17 9.88e-10 465-504 


1 1517 


IPB001909 


KRAB box 


17.37 8.03e-18 675-709 
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~T^i 




KRAB box 


17.37 9.00e-32 76-110 


— 


PR00048A 




9.94 1.69e-14 306-319 


— 


PR00048A 


ram"^ 8 ^ f' n ^ er S " gr 'ature I 


9.94 1.90e-15 446-459 


~}!t7 — 


PR00048A 


C2H2 "t^e zinc firmer stature I 


9.94 2.42e-ll 474-487 


— 

_15_17 


PR00048A 


" ^ : , j. 


9.94 2.93e-13 502-515 




PR00048A 


r2H2" tyPe f " ger ^Vre I 


9.94 3.08e-14 1035-1048 


4lr^ — 




-j-— --- \ J— j "Y7" J_ {, ~i 


9.94 4.38e-09 1007-1020 


— 


PR00048A 


— ; ~- t T 36 zmc '^er siffl^g_ 


9.94 5.50e-13 334-347 


41?^ — 

-^rl — 


PR00048A 




9.94 5.50e-13 895-908 




PR00048A 


C2H2~t yPe f' nger S '^ na ture I 


9.94 6.14e-13 923-936 


— 


PR00048A 


C2H-'"t yPe zinc finder stature I 


9.94 7.00e-09 867-880 


"t?t^ — 


PR00048A 


Otp't^e zinc finger signature I 


9.94 7.35e-12 362-375 


— 


PR00048A 


CHUt^l zinc fin er si ature I 


9.94 7.55e-10 390-403 


~T77^ — 


PR00048A 


C2H2"t yPS f'" g er si^ature I 


9.94 8.11e-ll 979-992 


"ffr^ — 




" ~~ /P 15 Z " 1G '" S ^ g|f™ t ^g | 


9.94 8. 58e-ll 418-431 


~ifr^ — 


PPfififklS A 


— h ~t ~ — " ^7^ — ;| s ™ t "j- rj 


9.94 9.05e-ll 951-964 


~i?T^ — 


PR00048A 


C2H2~type zinc finger signature I 


9.94 9.36e-13 1091-1104 


— — — 


PR00048B 


C2H2-type zinc finger signature II 


5.52 1.00e-09 911-920 


— — — — 


rivUUU4o-D 




5.52 2.29e-10 939-948 


~15r7 — 


rlYUUU<4ol> 


C2H2~type zinc finger signature II 


5.52 2.50e-09 995-1004 


1517 


PR00048B 


C2H2-type zinc finger signature II 


5.52 2.93e-10 350-359 




PR00048B 




5.52 3.25e-ll 294-303 


1517 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.25e-l 1434-443 


1517 


PR00048B 


C2H2-type zinc finger signature II 


5.52 3.25e-ll 883-892 




PR00048B 


C2H2-type zinc finger signature II 


5.52 3.57e-10 1023-1032 


1517 


PR00048B 


C2H2-type zinc finger signature II 


5.52 6.00e-09 462-471 


1517 


PR00048B 


C2H2-type zinc finger signature II 


d.jA /.uue-uy yo/-y/o 


1518 


IPB000353B 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


19.16 2.63e-13 21-70 


1518 


IPB000353C 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


20.11 1.41e-1071-125 


1518 


IPB001003B 


MHC Class II. alpha chain, alpha- 1 domain 


14 72 4 45e-09 29-72 


1518 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17 51 1 00e-13 42-64 


1518 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 9.40e-19 78-115 


1518 


PR01436D 


NADH-ubiquinone oxidoreductase chain 2 
signature IV 


4.56 2.66e-09 6-18 


1521 


IPB001618 


Coenzyme A transferase 


37.23 1.86e-09 56-109 


1521 


IPB001618 


Coenzyme A transferase 


37 23 5 75e-32 355-408 


1521 


IPB001618 


Coenzyme A transferase 


37.23 6.92e-31 196-249 


1521 


IPB001839A 


Transforming growth factor (TGF) beta 
family 


17 "XH 1 Q1c 17 £^7 £7"} 

lz.3/ j.iSie-i/ OJ/-0/J 


1521 


IPB001839B 


Transforming growth factor (TGF) beta 

^ am ^ y ; — 


11 1^7 17*= 17 1C\A 71 8 


1521 


IPB001839C 


Transforming growth factor (TGF) beta 


12 59 2 80e-16 724-741 


1521 


PR00438A 


Growth factor cystine knot domain 
signature I 


11.01 4.00e-09 665-674 


1521 


PR00669E 


Inhibin alpha chain signature V 


14.95 5.39e-12 640-657 


1523 


IPB000034A 


Laminin B 


22.21 8.56e-09 661-696 


1523 


IPB001762A 


Disintegrin 


23.93 4.21e-21 453-493 


1523 


IPB001762B 


Disintegrin 


10.06 7.30e-13 500-510 


1523 


IPB002870A 


Reprolysin family propeptide 


12.22 6.54e-09 109-125 
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1523 


IPB002870B 


Reprolysin family propeptide 


24.73 9.38e-26 154-192 


J £23 


IPB002870D 


Reprolysin family propeptide 


16.31 6.33e-ll 323-338 


1523 


IPB002870E 


Reprolysin family propeptide 


11.90 7.57e-12 355-367 


1523 


IPB002870F 


Reprolysin family propeptide 


18.81 6.85e-19 398-422 


1523 


IPB003854B 


Gibberellin regulated protein 


19.26 4.69e-09 470-508 


1523 


PR00289A 


Disintegrin signature I 


14.29 2.55e-14 469-488 


1523 


PR00289B 


Disintegrin signature II 


11.74 7.27e-10 498-510 


1524 


IPB000387 


Tyrosine specific protein phosphatase and 
dual specificity protein phosphatase family 


10.77 5.00e-ll 186-196 


1524 


IPB001073A 


Complement Clq protein 


22.14 5.50e-09 249-283 


1524 


IPB001073A 


Complement Clq protein 


22.14 5.50e-09 436-470 


1524 


IPB001695C 


Lysyl oxidase 


12.69 2.64e-09 391-415 


1524 


PR00700D 


Protein tyrosine phosphatase signature IV 


12.83 5.79e-10 183-201 


1525 


IPB000276C 


Rhodopsin-like GPCR superfamily 


8.03 4.52e-09 5-16 


1525 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 5.24e-14 45-61 


1525 


PR00237G 


Rhodopsin-like GPCR superfamily 
signature VII 


19.23 8.77e-17 35-61 


1525 


PR00424F 


Adenosine receptor signature VI 


8.75 5.34e-12 35-45 


1525 


PR00554F 


Adenosine A2B receptor signature VI 


8.86 1.75e-16 24-36 


1525 


PR00554G 


Adenosine A2B receptor signature VII 


14.18 7.29e-12 69-88 


JUL 


IPB001045B 


Spermidine synthase 


18.40 1.35e-12 314-356 


_1528 


IPB002048 


EF-hand family 


7.91 4.32e-09 338-350 


_1528 


PR01286E 


Orphan nuclear receptor NOR1 signature V 


5.27 6.65e-09 6-27 


1528 


PR01362H 


Flagellar calcium-binding protein 
(calflagin) signature VIII — rjPF0047 


4.86 7.13e-09 150-166 


1532 ... 




IPB001602A 


Uric aractenzc pro em ami y 


15.98 8.94e-10 119-137 


1534 


IPB003861B 


E4 protein 


9.06 2.96e-09 1051-1065 


_1534 


PR00021A 


Small proline-rich protein signature I 


3.31 4.55e-09 1044-1056 


_1535 


IPB001359H 


S ^, t '? S '" — — — — : : — 


22.58 6.59e-09 39-89 


J535 


PR00671C 


Inhibin beta B chain signature 111 


4.18 9.69e-09 44-63 


1538 


IPB000095F 


PAK-box /P21-Rho-binding 


16.47 3.95e-09 146-200 


1538 


1PB000861G 


pnT^^ 0 ^!!'^ 0 ^'" rh0 ~ b '" ding repeat — 


13.73 9.15e-ll 144-193 


_1538 


IPB000959D 


POLO box up icae region — ; 


27.01 6.72e-09 196-248 


_L538 


TPB000961D 


Protein kinase C-termmal domain 


21.23 2.00e-14 138-179 


_1538 


IPB001245A 


Tyrosine kinase catalytic domain 


22.45 6.63e-16 82-122 


1538 


JPB001245B 


Tyrosine kinase ca a ytic omam 


21.68 7.55e-17 142-180 


1538 


IPB001772C 


nase associa e 


20.66 9.73e-16 77-107 


1538 


IPB001772D 


Kinase associated domain 1 


21.67 4.67e-09 149-188 


1538 


IPB001772E 


Kinase associated domain 1 


24.88 2.67e-10 203-242 


_1538 


IPB003527D 


l^p }^ naSe — 


21.53 2.04e-09 135-176 


1538 


IPB003527G 




17.26 2.38e-09 215-252 


1539 


PR00502B 


rz; rjixT^ f — T — : — tur II 

NUDI y ro ase ami y signa re 


14.82 7.53e-09 131-146 


1540 „, 


IPB000777A 


Enve ope g ywpro em 


12.67 9.67e-09 652-665 


1540 


IPB000822 




14.67 9.57e-10 729-754 




IPB003036C 


Gag P3^f core shell protein 


11.53 4.86e-09 799-815 


4fi5 — 


PR00049D 


Wilm's tumour protein signature IV 


0.00 1.79e-10 813-827 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 1.00e-12 537-574 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 2.52e-l 1 534-571 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 2.56e-09 543-580 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 5.85e-ll 546-583 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 6.69e-09 555-592 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 7.27e-l 1 552-589 


1541 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 7.36e-10 540-577 
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J541 


. 

IPB000885A 


— ^Ti ii Fi : — i~A '■ 

Fibrillar collagen C-terminal domain 


11.46 8.04e-10 528-565 


_L541 


IPB000S85A 


Fibrillar collagen C-terminal d^ain 


11.46 9.12e-10 549-586 


_1541 


IPB000885A 




11.46 9.41e-10 531-568 


_1541 


IPB0008S5B 


Fibri ar col agen - ermma 

p-k'ii -termma omam 


19.15 1.77e-10 520-573 


1541 


IPB000885B 


Fibrillar col agen -termina omam 


19.15 3.70e-09 547-600 


1541 


IPB000885B 


Fibrillar collagen C-ternnnal domain 


19.15 4.11e-09 538-591 


1541 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 5.01e-09 544-597 


1541 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 6.49e-10 517-570 


1541 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 8.11e-10 523-576 


1541 


IPB000885B 


Fibrillar collagen C-terminal domain 


19.15 9.67e-09 541-594 




IPB000885C 


Fibrillar collagen C-terminal domain 


16.79 1.00e-40 639-678 


1541 


IPB0008S5D 


Fibrillar collagen C-terminal domain 


18.84 4.75e-32 728-765 


1541 


IPB000885E 


Fibrillar collagen C-terminal domain 


21 59 1 00e-40 800-841 


1541 


IPB001073A 


Complement Clq protein 


22.14 1.00e-08 554-588 


1541 


IPB001073A 


Complement Clq protein 


22 14 3 95e-09 551-585 


1541 


IPB001073A 


Complement Clq protein 


22.14 7.32e-13 548-582 


1541 


IPB001073A 


Complement Clq protein 


00 1 A Q Ala AQ OIO 


1541 


IPB001073A 


Complement Clq protein 


22.14 9.50e-ll 545-579 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26. 12 2.53e-12 548-600 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 3.06e-10 551-603 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 5.54e-09 527-579 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 6.12e-10 545-597 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 8.10e-10 542-594 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 8.59e-09 524-576 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 8.98e-09 536-588 


1541 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 9.34e-10 521-573 


1541 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 1.12e-09 546-566 


1541 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 1.76e-12 549-569 


1541 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12.38 1.77e-10 552-572 


1542 


IPB000033B 


Low-density lipoprotein (ldl) receptor, 
YWTD repeat 


7.05 3.88e-ll 1025-1035 
— 


1542 


IPB000152 


Aspartic acid and asparagine hydroxylation 
site 


8.86 4.09e-10 927-942 
— — 


1542 


IPB000152 


Aspartic acid and asparagine hydroxylation 


8.86 8.20e-18 1020-1035 






Protamine 2 (PRM2) 


5.26 9.27e-10 430-464 


1542 


IPB001862F 


Membrane attack complex 
components/perforin/complement C9 


29.39 5. 39e-13 901-948 


1542 


IPB001881A 


Calcium-binding EGF-like domain 


8.72 3.40e-09 916-925 


1542 


IPB001881B 


Calcium-binding EGF-like domain 


12.28 7.00e-16 1020-1031 


1542 


IPB003886D 


Extracellular domain in nidogen 


13.91 2.77e-10 1020-1039 


1542 


PR00010A 


Type II EGF-like signature I 


12.91 2.64e-09 912-923 


1542 


PR00010C 


Type II EGF-like signature III 


6.98 1.58e-10 1025-1035 
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1542 


PR00010C 


Type II EGF-like signature III 


6.98 4.07e-09 932-942 


1542 


PR00011D 


Type III EGF-like signature IV 


12 12 2.54e-09 929-947 


1542 


PR00764F 


Complement C9 signature VI 


15.74 1.60e-10 918-938 


1542 


PR00907B 


Thrombomodulin signature II 


11 50 2 68e-10 1016-1032 


1543 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 1.00e-l 188-125 


1544 


IPB001359H 


Synapsin 


22.58 2.49e-09 244-294 


1544 


IPB001394A 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


12.64 8. 00e-19 478-495 


1544 


IPB001394B 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


1 / .o / o.ioe-iy o&h- j i j 


1544 


IPB001394C 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


8.52 1.00e-09 771-780 


1544 


IPB002000D 


Lysosome-associated membrane 
glycoprotein (Lamp) 


5 87 5.58e-09 241-254 


154 1 




IPB002999B 


Tudor domain 


7.50 7.55e-09 244-252 


1544 


IPB002999B 


Tudor domain 


7.50 7.55e-09 245-253 


1544 


IPB002999B 


Tudor domain 


7.50 7.55e-09 246-254 


1544 


IPB003861B 


E4 protein 


9.06 1.00e-08 246-260 


J544 


1PB003861B 


E4 protein _j 


9.06 9.61e-09 251-265 


_1544 — 


PR00049D 


Wilm s tumour protein signature IV 


0.00 1.29e-10 233-247 


1544 


PR00049D 


Wilm s tumour protein signature IV 


0.00 2.68e-09 243-257 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 4.05e-09 237-251 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 4.05e-09 238-252 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 4.05e-09 244-258 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 5.92e-l 1 242-256 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0 00 6.75e-ll 236-250 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 7.38e-12 239-253 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0 00 8 01e-13 235-249 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 8.93e-10 241-255 


1544 


PR00049D 


Wilm's tumour protein signature IV 


0.00 9.39e-l 1 240-254 


1544 


PR00211B 


Glutelin signature II 


0.86 7.50e-09 238-258 


1544 


PR01 102M 


5-hydroxytryptamine 6 receptor signature 


11.13 6.32e-09 229-251 


1544 — 


PR01217G 


Proline rich extensin signature VII 


4.02 5.58e-09 233-258 


1544 


PR01471E 


Histamine H3 receptor signature V 


5.41 3.35e-09 235-250 


1544 


PR01471E 


Histamine H3 receptor signature V 


5.41 4.23e-09 236-251 


1545 


IPB001359H 


Synapsin 


22.58 3.80e-09 277-327 


1545 


IPB001359H 


Synapsin 


22.58 8. 89e-10 437-487 


1545 


IPB001359H 


Synapsin 


22.58 9.83e-09 458-508 


1545 


IPB002999B 


Tudor domain 


7.50 2.64e-09 1028-1036 


1546 


PR00019B 


Leucine-rich repeat signature II 


11 42 4 33e-10 317-330 


1546 


PR00416B 


Eukaryotic DNA topoisomerase I signature 
JI __ 


15 23 3 03e-09 389-408 


1547 


JPB000801A 


Putative esterase 


15.56 7.75e-09 522-533 


1547 


IPB003533C 


Doublecortin 


10 25 5.1 4e- 10 627-670 




IPB001698A 


F-actin capping protein beta subunit 


11.94 2.89e-23 47-100 


1549 


PR00192A 


F-actin capping protein beta subunit 
signature I 


8.23 1.47e-27 47-67 


1551 


IPB002469G 


Dipeptidyl peptidase IV, N-terminus 


26.76 9.24e-l 1 362-400 


1551 


IPB002469H 


Dipeptidyl peptidase IV, N-terminus 


21.17 6. 14e- 16 407-442 


1551 


IPB002469I 


Dipeptidyl peptidase IV, N-terminus 


10.99 4.86e-16 452-470 


1551 


IPB002469J 


Dipeptidyl peptidase IV, N-terminus 


8.97 3.52e-12 534-550 


1551 


IPB002471B 


Prolyl endopeptidase family serine active 


24.90 3.66e-l 1439-470 



WO 03/054152 
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site 




1552 


IPB000183D 


Orn/DAP/Arg decarboxylases family 2 


14 78 6.76e-12 38-57 


1552 


IPB000183E 


Orn/DAP/Arg decarboxylases family 2 


17.25 2.67e-09 106-129 


1552 


IPB000183G 


Orn/DAP/Arg decarboxylases family 2 


21.16 1.00e-17 171-191 


1552 


IPB003873C 


Nonstructural protein NS3/small envelope 
protein E 


7 97 8 03e-10 159-172 


1552 


PR00163B 


Rubredoxin signature II 


15 17 4 90e-09 143-159 


1552 


PR01179E 


Oraithine/diaminopimelate/arginine (ODA) 
decarboxylase family signature V 


16 24 5 06e-ll 180-193 


1552 


PR01182G 


Ornithine decarboxylase signature VII 


11 35 7 00e-14 167-180 


1558 


IPB001331C 


Guanine-nucleotide dissociation stimulators 
CDC24 family 


16.09 2.40e-12 1104-1129 


1558 


IPB001478B 


PDZ domain (also known as DHR or 
GLGF) . . 


6.12 7.19e-09 198-207 


1558 


IPB002532J 


Hantavirus glycoprotein G2 


16.97 8.37e-09 1129-1165 


1558 


PR00049D 


Wilm's tumour protein signature IV 


0.00 4.81e-09 1318-1332 


1558 


PR00049D 


Wilm's tumour protein signature IV 


0.00 5.73e-09 259-273 


1558 


PR00554B 


Adenosine A2B receptor signature II 


12.52 8.85e-09 917-925 


1558 


PR00834F 


HtrA/DegQ protease family signature VI 


11.11 5.24e-09 194-206 


1559 


IPB000095F 


PAK-box /P21-Rho-binding 


16.47 4.51e-17 374-428 


1559 


IPB000861D 


PKN/rhophilin/rhotekin rho-binding repeat 


13.61 6.28e-09 148-184 


1559 


IPB000961A 


Protein kinase C-terminal domain 


16.82 4.60e-13 150-184 


1559 


IPB000961D 


Protein kinase C-terminal domain 


21.23 5.64e-09 366-407 


1559 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 2.38e-13 370-408 


1559 


IPB001772A 


Kinase associated domain 1 


13 64 7.21e-10 148-179 


1559 


IPB003527A 


MAP kinase 


17.00 3.49e-09 157-182 


1560 


IPB003104B 


Formin Homology 2 Domain 


18 83 6 87e-21 785-814 


1560 


IPB003104C 


Formin Homology 2 Domain 


20.33 1.27e-14 957-984 


1565 


IPB000590A 


Hydroxymethylglutaryl-coenzyme A 
svnthase 


1-7 n i aa» no 7/1 


1565 


IPB000590B 


Hydroxymethylglutaryl-coenzyme A 
synthase 


i c £1 1 cn a in i no 
16.61 l.o/e-i/ /D-iuy 


1565 


IPB000590C 


Hydroxymethylglutaryl-coenzyme A 
synthase 


1 AA Q A[\ 1 1 A 1 

1 1 .iy l.UUe-4U 11U-1JO 


1565 


IPB000590D 


Hydroxymethylglutaryl-coenzyme A 
synthase 


n 7^ ^ ^Ho 91 lfiS 1 Qfi 
li.jj j.Due-zi loj-iyo 


1565 


IPB000590E 


Hydroxymethylglutaryl-coenzyme A 
synthase 




1565 


IPB000590F 


Hydroxymethylglutaryl-coenzyme A 
synthase 


16.80 4.27e-32 384-412 


1565 


IPB000590G 


Hydroxymethylglutaryl-coenzyme A 
synthase 


30 71 1 00e-40 448-502 


1568 


IPB003016 


2-oxo acid dehydrogenases acyltransferase 
component lipoyl binding site 


20 69 2 17e-20 103-137 


1572 


IPB002043C 


Uracil-DNA glycosylase 


14 49 2.24e-09 666-676 


1574 


IPB000637A 


HMG-I and HMG-Y DNA-binding domain 
(A+T-hook) 


12.35 7.32e-10 275-295 


1574 


IPB000840C 


Matrix protein (MA) 


15.25 8.46e-09 245-290 


1574 


IPB000949H 


ELM2 domain 


21.43 9.41e-09 218-264 


1574 


PR00049D 


Wilm's tumour protein signature IV 


0.00 4.66e-09 254-268 


1574 


PR00456E 


Ribosomal protein P2 signature V 


3.08 5.60e-09 184-198 


1575 


IPB002567G 


Cell fusion glycoprotein K 


17.37 9.32e-09 231-270 


1577 


PR00756B 


Membrane alanyl dipeptidase (Ml) family 
signature II 


15.53 3.70e-13 232-247 
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— 

1577 




PR00756C 


— - — — "1 

Membrane alanyl dipeptidase (Ml) family 
signature III 


ii. oz i.oH-e-i i oiu-ozu 


T579 


IPB000221 


Protamine PI 


5.48 8.01e-ll 630-656 


— 


IPB000221 


ro amine 


5.48 8.50e-09 626-652 


— 
— 


IPB000221 




5.48 9,65e-09 640-666 




IPB000492B 


Protamine 2 (PRM2) 


5 26 5 70e-09 662-696 


"if^ — 


IPB000492B 


Protamine 2 (PRM2) 


5.26 7.36e-09 623-657 


1579 


IPB000822 




14.67 7.38e-09 586-61 1 


1579 


IPB003868A 


Herpesvirus UL3 1-like protein 


9.31 6.11e-09 640-654 


|^ 


IPB0002 1 5 A 


Serpins 


13 01 5 91e-17 63-86 




IPB000215B 


Serpins 


9 87 2 29e-09 166-178 


4fs^ — 


IPB000215C 




13.90 4.32e-14 196-210 


1580 


IPB000215D 


Serpins 


15.35 4.41e-14 407-433 


1581 


IPB000557B 


Calponin family repeat 


1 7 7S 1 file. 11 1 1 ft 10Q 

i/.zs i.Oje-ii nu-izy 


J 1 581 


IPB001715A 


Calponin homology (CH) domain 


lu./'f /.ooe-uy 114-1x4 


1581 


PR00888C 


Smooth muscle protein/calponin family 
signature III 


11 <:o o q<» iniiri 17^ 
it. _>z y.ooe-iu hu-izd 


— — 




PR00889B 


Calponin signature II 


9 54 9 00e-09 121-138 




~~ 


lrr>UUU4o3 


Leucine rich repeat C-terminal domain 


11 18 4 54e-10 369-383 


158 


IrnLMJjUUOrS 


Immunoglobulin and major 
histocompatibility complex domain 


20 23 3 35e-ll 475-512 


— — 






PR00019A 


Leucine-rich repeat signature I 


11 72 2 09e-09 95-108 




PR00019B 


Leucine-rich repeat signature II 


11 42 3.00e-10 140-153 


—— 


rKUUUlyrS 




11.42 5.67e-10 92-105 


T582 — 


1 KUUU I yti 


Lcuci'nc rich repeat signature II 


11.42 6.45e-09 116-129 


1582 


PR00019B 


Leucine-rich repeat signature II 


1 1.42 9.18e-09 164-177 


tIP — 


PR01256B 


Otxl transcription factor signature II 


j.yz j .j /e-uy jj-^j 




— 


RING Finger • 


10 69 1 00e-09 186-195 


-1587 


IPB002867B 


Cysteine-nch domain (C6HC) 


9 2 50 4 15c-15 185-204 




IPB002889B 


WSC domain 


11 76 8 88e-09 98-144 


~1*EF I 

— 


IPB002889B 


^f C( | 0 " lain . : 


i 1 76 l ) 70e-10 100- [46 


"7^ 


TPB003888E 


FY-nch domain N-terminus 


19 80 9 00e-10 661-710 


1593 


IPB000103A 


yn me nuc eo l e- isu p l e 


11.55 6.09e-10 747-767 




IPB000885A 


FibriHar colragen cTerminal domain 


11.46 2.17e-10 481-518 


1593 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 6. 14e-09 475-512 






Fibrillar collagen C-terminal domain 


19 15 7 30e-09 609-662 


1593 


1PB000885B 


Fibrillar collagen C-terminal domain 


19.15 9.57e-10 320-373 




IPB001073A 


Complement Clq protein 


22.14 4.20e-10 483-517 


1593 


IPB001073A 


Complement Clq protein 


22.14 5.50e-09 486-520 




IPB001073A 


Complement Clq protein 


22.14 6.48e-09 342-376 


1593 


IPB001073A 


Complement Clq protein 


22.14 7.19e-09 726-760 


1593 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 1.00e-08 480-532 


1593 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 3.43e-09 468-520 




IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


7£ 1 7 A ASJo AO £1 3 

zo. iz 4. ooe-uy oi j-ooj 


1593 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 5.21e-10 462-514 


1593 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 6.17e-09 483-535 


1593 


IPB001442A 


C-terminal tandem repeated domain in type 
4 procollagen 


26.12 7.81e-09 459-511 
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1593 


IPB001442B 


: n — 

C-terminal tandem repeated domain m type 

4 procollagen 




1593 


IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


iz.jo o.iie-uy ^foi-jui 




1593 


— -— 

IPB001442B 


C-terminal tandem repeated domain in type 
4 procollagen 


12 38 7 69e-09 484-504 


— — 

~T?I^ — 




IPB001451 


Bacterial transferase hexapeptide repeat 


18 07 2 15e-09 544-579 




IPB001451 


Bacterial transferase hexapeptide repeat 


18.07 5.14e-10 550-585 


— — 
"Hi! — 




Bacterial transferase hexapeptide repeat 


18.07 8.20e-10 556-591 




IPB003474A 


GntP family permease 


20.01 7 98e-09 179-219 


— 


pprimns a 

rKUUjUoA 


Type I antifreeze protein s 


gnature I 


3 72 1 00e-08 527-541 


-j!H — 


PR00308A 


Type I antifreeze protein s 


gnature I 


3.72 3.77e-09 371-385 


1593 


PR00308A 


Type I antifreeze protein s 


gnature I 


3.72 6.13e-10 372-386 


tHi — 


rKUUjUoA 


Type I antifreeze protein s 


gnature I 


3 72 9 31e-09 756-770 





rKUUDUoA 


Type I antifreeze protein s 


gnature I 


3 72 9 48e-10 752-766 




PR00308C 


Type I antifreeze protein s 


gnature III 


2 79 2 30e-09 375-384 





PR003O8C 


Type I antifreeze protein s 


gnature III 




1593 


PR00308C 


Type I antifreeze protein signature III 


2.79 9.53e-09 372-381 




PR00308C 


Type I antifreeze protein signature III 


2.79 9.59e-10 373-382 


1593 


PR00350E 


Vitamin D receptor (11 nuclear receptor) 
signature V 


11.57 4.21e-09 13-32 


1593 


PR01286E 


Orphan nuclear receptor NOR1 signature V 


5.27 9.02e-09 365-386 


1593 


PR01500B 


Tropoelastin signature II 


7.08 1.20e-26 229-249 


1593 


PR01500C 


Tropoelastin signature III 


6.02 1. 3 le-24 306-324 




PR01511D 


Kvl.4 voltage-gated K+ channel signature 
IV 


3.91 3.47e-09 373-383 


1593 


PR01511D 


Kvl.4 voltage-gated K+ channel signature 
IV 


3.91 5.85e-09 326-336 


1593 


PR01511D 


Kvl.4 voltage-gated K+ channel signature 
IV 


3.91 5.85e-09 757-767 


1595 


IPB000130 


Neutral zinc metallopeptidases, zinc- 
binding region 


5.86 5.71e-09 187-197 


1595 


PR00756C 


Membrane alanyl dipeptidase (Ml) family 
signature III 


a ; 77 

11.52 4.81e-12 151-161 


1595 


PR00756D 


Membrane alanyl dipeptidase (Ml) family 
signature IV 


10.78 8.65e-19 187-202 


— — 

1595 




PR00756E 


Membrane alanyl dipeptidase (Ml) family 
signature V 


10 37 2 42e-15 206-218 


~1600 — 


IPB000716D 


Thyroglobulin type-1 repeat 


15 49 7 67e-13 96-110 


1601 


PR00342A 


Rhesus blood group protein signature I 


13.65 4.75e-21 12-30 


1606 


IPB002219B 


Phorbol esters/diacylglycerol binding 
domain 


12.53 9. 13e-09 230-245 




1606 — 


A 

IPB002857A 


CXXC zinc finger 


14 59 4 8Se-21 68-99 


J606 — 


IPB002999C 


Tudor domain 


1 ft 'XT. Q 1 ftQ $AC\ 


1606 — 


IPB003649B 


B-Box C-terminal domain 


zz.io /.D/e-iu jo-// 




PR00364D 


Disease resistance protein signature IV 




4frf — 


IPB002004A 


Poly-adenylate binding protein, unique 
domain 


18.93 5.36e-10 150-197 


1614 


PR00258B 


Speract receptor signature II 


7.94 7.75e-13 64-75 


1614 


PR00258C 


Speract receptor signature III 


9.05 2.72e-09 79-89 


1614 


PR00258D 


Speract receptor signature IV 


14.29 6.47e-10 110-124 


1614 


PR00258E 


Speract receptor signature V 


14.06 8.78e-13 133-145 


1615 


IPB003780E 


Cytochrome oxidase assembly 


15.53 7.40e-14 59-83 


1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 1.00e-12 318-342 
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HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 1.10e-10 317-341 






HMG2 





1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 2.16e-15 322-346 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 3.35e-ll 327-351 






HMG2 





1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 3. 82e-09 313-337 






HMG2 




1616 


1PB000135D 


High mobility group proteins HMG1 and 


2.13 4. 18e-09 316-340 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 4.47e-12 319-343 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 4.53e-14 320-344 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 4.58e-ll 328-352 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 4.58e-12 326-350 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 5 . 1 1 e- 1 5 324-348 






HMG2 





1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 7.00e-09 330-354 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 7.69e-14 325-349 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 7.85e-10 329-353 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 8.12e-16 323-347 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 




2.13 8.91e-09 315-339 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 9.80e-10 312-336 






HMG2 




1616 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 9.87e-15 321-345 






HMG2 




1616 


IPB000533E 


Tropomyosin 


ii n c ntncn 417 


1616 


IPB000637B 


HMG-I and HMG-Y DNA-binding domain 


i/i oi a /is=» no iia i/io 






(A+T-hook) 





1616 


IPB000637B 


HMG-I and HMG-Y DNA-binding domain 


14.21 9.18e-09 328-346 






(A+T-hook) 




J616 


IPB001422C 


Neuromodulin (GAP-43) 




_1616 


IPB001422C 


Neuromodulin (GAP-43) 


16 82 2 01e-09 318-353 


1616 


IPB001422C 


Neuromodulin (GAP-43) 


16 82 2 80e-09 320-355 


J616 


IPB001422C 


Neuromodulin (GAP-43) 


16 82 3 36e-09 321-356 


_l61f5 — 


IPB001422C 


Neuromodulin (GAP-43) 


10. oZ 4.0/c-lU JAO-DJO 




IPB001422C 


Neuromodulin (GAP-43) 


16 82 5 86e-10 324-359 


iflf 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 7.33e-13 319-354 


1616 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 7.63e-10 317-352 


1616 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 7.64e-09 315-350 


1616 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 9.29e-10 314-349 


1616 


IPB001580F 


Calreticulin family 


2.93 4.94e-10 325-334 


1616 


IPB001580F 


Calreticulin family 


2.93 4.94e-10 326-335 


1616 


IPB001580F 


Calreticulin family 


2.93 4.94e-10 327-336 


1616 


IPB001580F 


Calreticulin family 


2.93 4.94e-10 328-337 



WO 03/054152 



PCT/US02/39555 
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1616 


IPB001580F 


; ; 

Calreticulin family 


2.93 6.85e-09 331-340 


1616 


IPB001580F 


Calreticulin family 


2.93 7.75e-10 336-345 


1616 


IPB001990C 


Granins (chromogranin or secretogranin) 


33.59 8.59e-09 309-356 


1616 


IPB002172 


Low density lipoprotein (LDL)-receptor 
class A (LDLRA) domain 


n in n Q&e* 11 ^9 
1.51 z.yoe-ii jz-o<+ 


1616 


IPB002172 


Low density lipoprotein (LDL)-receptor 
class A (LDLRA) domain 


7 37 8 20e-12 93-105 


1616 


IPB002360C 


Involucrin 


id. jo y.sue-uy 3Z/-000 


1616 


PR00194D 


Tropomyosin signature IV 


9.54 8.25e-09 323-346 


1616 


PR00261A 


Low density lipoprotein (LDL) receptor 
signature I 


15.49 4.19e-10 43-64 


1616 


PR00261A 


Low density lipoprotein (LDL) receptor 
signature I 


15.49 4.60e-09 84-105 


1616 


PR00261B 


Low density lipoprotein (LDL) receptor 
signature II 


i< n i en** in R<i_in^ 

13. lZ Z.OUc-lU 


1616 


PR00261B 


Low density lipoprotein (LDL) receptor 
signature II 


15 12 6 03e-09 43-64 


1616 


PR00261C 


Low density lipoprotein (LDL) receptor 
signature III 


18.72 3.03e-09 43-64 


1616 


PR00261D 


Low density lipoprotein (LDL) receptor 
signature IV 


16.87 4.25e-10 84-105 


1616 


PR00261D 


Low density lipoprotein (LDL) receptor 
signature IV 


16.87 8.45e-ll 43-64 


1616 


PR00261E 


Low density lipoprotein (LDL) receptor 
signature V 


18.62 7.52e-09 84-105 


1616 


PR00261E 


Low density lipoprotein (LDL) receptor 
signature V 


18.62 7.83e-09 43-64 


1616 


PR00261F 


Low density lipoprotein (LDL) receptor 
signature VI 


15.46 2.65e-ll 43-64 


1616 


PR00261F 


Low density lipoprotein (LDL) receptor 
signature VI 


15 46 6 91e-l0 84-105 


1617 


IPB002554A 


Protein phosphatase 2A regulatory B 
subunit (B56 family) 


19 95 2 29e-27 165-194 


1618 


IPB003029B 


SI RNA binding domain 


9.42 8.80e-09 407-41 8 


1619 


IPB000001D 


Kringle 


11.31 2.88e-12 55-71 


1619 


IPB000126A 


Serine proteases, V8 family 


11.75 6.60e-09 55-70 


1619 


IPB001254A 


Serine proteases, trypsin family 


9 98 7 65e-14 55-71 


1619 


PR00722A 


Chymotrypsin serine protease family (SI) 
signature I 


12.06 9.36e-14 56-71 


1619 


PR00839B 


V8 serine protease family signature II 


11.20 4.95e-09 55-72 


1620 


IPB000934C 


Serine/threonine specific protein 
phosphatase 




1620 


IPB000934D 


Serine/threonine specific protein 
phosphatase 


14.86 9.55e-17 116-135 


1620 


IPB000934E 


Serine/threonine specific protein 
phosphatase 


25.16 2.88e-27 180-223 


1620 


PR00114D 


Serine/threonine phosphatase family 
signature IV 


11.97 4.60e-24 77-103 


1620 


PR00114E 


Serine/threonine phosphatase family 
signature V 


17.50 7.63e-23 106-133 


1620 


PR00114F 


Serine/threonine phosphatase family 
signature VI 


16.38 2.93e-15 170-190 


1620 


PR00114G 


Serine/threonine phosphatase family 
signature VII 


15.51 9.57e-17 198-214 
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1623 


PR01008D 


Flagellar L-ring protein signature IV 


9.99 8.13e-17 35-49 


1623 


PR01008E 


Flagellar L-ring protein signature V 


13.32 6.48e-17 51-65 


1623 


PR01010G 


Flagellar P-ring protein signature VII 


12.40 8.11e-20 88-106 


1623 


PR01010H 


Flagellar P-ring protein signature VIII 


12.18 8.88e-18 114-132 


1623 


PR01010I 


Flagellar P-ring protein signature IX 


7.74 8.1 le-11 178-190 


1624 


IPB002195C 


Dihydroorotase 


11.49 8.26e-12 98-109 


1624 


IPB002604F 


Chlorohydrolase 


11.98 3.86e-09 130-139 


1624 


IPB003764D 


N-acetylglucosamine-6-phosphate 
deacetylase 


33.54 8.05e-09 114-156 


1625 


IPB000319C 


Aspartate-semialdehyde dehydrogenase 


12.28 6.63e-10 61-77 


1625 


IPB000319D 


Aspartate-semialdehyde dehydrogenase 


13.92 8.90e-16 91-112 


1625 


IPB000319E 


Aspartate-semialdehyde dehydrogenase 


5.68 3.68e-09 155-165 


1625 


IPB000319F 


Aspartate-semialdehyde dehydrogenase 


12.86 4.96e-10 238-251 


1625 


IPB000319G 


Aspartate-semialdehyde dehydrogenase 


14.74 9.79e-16 258-278 


1625 


IPB000534A 


Semialdehyde dehydrogenase 


15.79 7.88e-ll 64-81 


1628 


IPB000847 


Bacterial regulatory protein, LysR family 


15.44 8.67e-15 21-54 


1628 


IPB001804D 


Isocitrate and isopropylmalate 
dehydrogenases 


24.39 9.18e-09 208-235 


1631 


IPB000121C 


PEP-utilizing enzyme 


12.96 5. 15e-15 96-108 


1631 


IPB002192G 


Pyruvate phosphate dikinase, PEP/pyruvate 
binding domain 


23.23 3.77e-16 78-109 ' 


1631 


PR00811C 


Bacterial general secretion pathway protein 
D signature III 


10.47 6.20e-09 9-19 


1632 


IPB002029C 


Aspartate and ornithine 
carbamoyl transferase family 


27.21 8.14e-21 401-439 


1632 


IPB003462C 


Ornithine cyclodeaminase/mu-crystallin 
family 


8.98 7.00e-09 500-513 


1632 


PR00101C 


Aspartate carbamoyltransferase signature III 


15.49 8.93e-10 410-427 


1632 


PR01375B 


Salmonella/Shigella invasin protein B 
signature II 


7.54 9.67e-09 201-217 


1632 


PR01507H 


Melanin-concentrating hormone 1 receptor 
signature VIII 


11.93 6.53e-09 354-373 


1634 


IPB001568B 


Ribonuclease T2 family 


11.65 1.00e-17 101-112 


1643 


IPB001014 


Ribosomal L23 protein 


22.21 6.03e-20 217-249 


1645 


PR01303D 


Plasmodium circumsporozoite protein 
signature IV 


10.57 6.88e-09 486-503 


1647 


IPB001518B 


Argininosuccinate synthase 


12.16 6.87e-12 58-70 


1647 


IPB001518C 


Argininosuccinate synthase 


27.71 3.57e-27 72-114 


1647 


IPB001518E 


Argininosuccinate synthase 


20.16 5.24e-14 172-188 


1651 


PR00453A 


Von Willebrand factor type A domain 
signature I 


11.78 3.89e-13 88-105 


1651 


PR00453B 


Von Willebrand factor type A domain 
signature II 


13.84 6.10e-13 125-139 



1651 


PR00453C 


Von Willebrand factor type A domain 
signature III 


11.84 3.57e-10 246-254 


1654 


IPB000222B 


Protein phosphatase 2C subfamily 


15.80 6.66e-09 94-104 




IPB000222C 


Protein phosphatase 2C subfamily 


6 84 5 86e-ll 118-127 


1657 


IPB000917A 


Sulfatase 


9.52 4.79e-10 47-58 


1658 


IPB000063 


Thioredoxin 


9.89 1.69e-16 346-359 


1658 


IPB000063 


Thioredoxin 


9.89 2.38e-16 481-494 


1658 


PR00421A 


Thioredoxin family signature I 


10.35 1.00e-10 481-489 


1658 


PR00421A 


Thioredoxin family signature I 


10.35 2. 13e-ll 346-354 


1658 


PR00421B 


Thioredoxin family signature II 


10.23 1.00e-l 1 354-363 


1658 


PR00421B 


Thioredoxin family signature II 


10.23 7.75e-12 489-498 
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1658 


PR00421C 


Thioredoxin familv signature III 


11.02 1.00e-09 394-405 




PR00421C 




11.02 3.84e-10 533-544 


1661 


IPB003134F 


Repeat in HSl/Cortaotin 


15.66 9.68e-09 101-149 


1662 


IPB002360C 


Involucrin 


15.36 9.00e-09 56-97 


1662 


PRO 1270 A 


Histone deacetvlase superfamily signature I 


14.72 6.85e-10 1235-1258 


1662 


PR01270B 


Histone deacetylase superfamily signature 
II 


9.70 5.76e-18 1269-1284 


1662 


PR01270C 


Histone deacetylase superfamily signature 

m 


10.89 3.57e-09 1360-1370 


1663 


1 

PRO 11 04 A 


Anaphylatoxin chemotactic receptor 
signature I 


13.83 8.50e-09 83-94 


1666 


IPB000737 


Serine protease inhibitor, squash family 


13.14 8.31e-14 85-104 


J666 


IPB002098 


Seminal ves 


cle protein I repeats 


9.00 1.00e-40 31-67 


J6-6-6- 


IPB002098 


Seminal ves 


cle protein I repeats 


9.00 1.43e-16 43-79 


J6-6-6- — 


IPB002098 


Seminal ves 


cle protein I repeats 


9.00 2.54e-17 19-55 


J6-6-6- 


IPB002098 


Seminal ves 


cle protein I repeats 


9.00 3.79e-15 37-73 


1666 


IPB00209S 


Seminal vesicle protein I repeats 


9.00 7.15e-18 25-61 


1666 


IPB002098 


Seminal vesicle protein I repeats 


9.00 9.83e-10 49-85 


1666 


IPB002221B 


WAP-type (Whey Acidic Protein) four- 
disulfide core domain 


17.12 3.14e-20 92-113 


— — — 


rKUUUUJA 


4-disulphide core signature I 


14.31 7.00e-09 69-78 





op /wi A^r* 


4-disulphide core signature III 


7.81 7.63e-12 98-107 





1 KUUUUjIJ 


4-disulphide core signature IV 


9.63 8.50e-09 108-116 


1667 


IPB001909 


KRAB box 


17.37 1.00e-32 108-142 




IPB003150C 


RFX DNA-binding domain 


25.34 7.08e-09 248-294 


1674 


IPB001322A 


Intermediate filament tail domain 


30.52 7.88e-ll 63-116 




PR01002A 


Flagellar protein FlgJ signature 1 


10.02 9.65e-09 261-281 


1676 


IPB001865A 


Ribosomal protein S2 


35.08 8.94e-ll 53-106 


1678 


PR00795C 


Ryanodine receptor signature III 


6 10 7 92e-09 1 07- 1 3 1 


1684 


IPB00199SA 


Xylose isomerase 


15.52 3.05c-09 214-227 


1684 


IPB002198 


Short-chain dehydrogenase/reductase 
(SDR) superfamily 


19 72 8 80e-20 133-168 


1684 


PR00080C 


Short-chain dehydrogenase/reductase 
(SDR) superfamily signature III 


1/1 AQ a Rio II 1« 17? 


1684 


PR00081A 


Glucose/ribitol dehydrogenase family 
signature I 


10.07 8.20e-10 5-22 


1684 


PR00081C 


Glucose/ribitol dehydrogenase family 
signature III 


12.71 7.97e-09 127-143 


1684 


PR00081D 


Glucose/ribitol dehydrogenase family 
signature IV 


15 22 4 71e-10 153-172 


1684 


PR01167F 


Insect alcohol dehydrogenase family 
signature VI 


11 22 2 34e-09 152-170 




IPB001526C 


Ly-6/u-PAR domain 


13.04 2.03e-09 197-212 


1685 


PR01514F 


Kv2.1 voltage-gated K+ channel signature 
VI 


2.00 5.29e-09 220-231 


1686 


IPB000095E 


PAK-box /P21-Rho-binding 


17.62 7.35e-13 679-724 




IPB000961C 


Protein kinase C-terminal domain 


15.48 5. 50e-12 678-712 


1686 


IPB001245A 


Tyrosine kinase catalytic domain 


22.45 8.88e-16 671-711 


1686 


IPB001245B 


Tyrosine kinase catalytic domain 


21.68 8.64e-09 736-774 


1686 


IPB003527C 


MAP kinase 


14.70 5.30e-09 663-711 


1686 


IPB003605C 


GS motif preceding kinase domain in TGF 
beta receptor 


14.92 2.91e-15 570-617 


1686 


IPB003605D 


GS motif preceding kinase domain in TGF 
beta receptor 


12.41 4.39e-16 667-708 
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1686 


IPB003605E 


GS motif preceding kinase domain in TGF 
beta receptor 


21.14 3.61e-15 710-749 


1686 


IPB003605F 


GS motif preceding kinase domain in TGF 
beta receptor 


23.21 2.56e-12 826-879 




PR00653D 


Activin type II receptor signature IV 


12.01 9. 76e-12 697-718 


1686 


PR00653E 


Activin type II receptor signature V 


14.33 2.93e-16 871-890 


1687 


IPB000832A 


G-protein coupled receptors family 2 
(secretin-likc) 


13.81 3.25e-13 94-109 


1687 


PR00491A 


Vasoactive intestinal peptide receptor 


12.62 2.98e-09 109-120 




1687 




PROl 154A 


signature — — __ 

si natae? ^ ^ ' 6 ^ 


11.05 3.84e-29 58-79 


— 

1687 


nnni 1 c>ID 
rKUl lD4r> 


~V F — • — 1 e tide rece tor 1 

i^atureTl" 1 ^ ma ^ ' & ^ 


12.24 1.39e-22 95-111 


—— 




SHld^ " — i — ature I 


12.88 6.29e-15 214-228 


4?H — 




SH3 J 0 '" 3 '" Mature I 


9.57 2.35e-10 150-160 


— 


PR00452B 


SH3 don^i' 1 -f^r' 1 tire IT 


11.47 4.91e-12 164-179 


— j-- 


PR00452C 


~liH^ don-in shn''"irc III 


10.63 4.60e-09 181-190 


— — 


PR00499D 


~\'u"iir 'nii'il'" ^"d l'tctor 2 si — ature IV 


11.47 8.29e-10 152-172 


— — 


PRO 1260 A 


N e +/Ca2+ exchan eHs'oforrrfl signature I — 


9.46 2.75e-09 5-17 


— 


PR00019A 


Leutine^richre TaTsimature I — 


11.72 1.27e-09 660-673 


17m — 


PR00019A 


Leucine rich re eat signature I 


11.72 1.55e-09 614-627 


— — — 


PR00019B 


— -. i n re ea t si ature II 


11.42 7.55e- 11 527-540 


— 


PR00019B 


eucine-nc i le l*- d n 


11.42 8. 91e-09 611-624 






eucine-nc 1 ^epea ^signa ure — — __ 


9.48 4.73e-09 34-53 


— 

°z — 


IPB001359H 


Synap'sin S ° & ° ° T K 


22.58 4.58e-09 150-200 




IPB000^7^ 


ATP1G1/PLM/MAT8 family 


14.36 8.53e-09 28-63 


— — — 


IPB000892B 


ZuTd 'mai^ 016 '" 


13.49 3.50e-27 160-196 


-jU; 


IPB000906D 




23.89 2.54e-09 368-422 


T706 


IPB000906D 


ZU5 domain 


23.89 5.71e-09 437-491 


"T70fi — 


1PB000906D 


ZU5 domain 


23.89 8.54e-09 401-455 


T7nrt — 


IPB000906E 


ZU5 domain 


22.11 1.38e-09 448-488 


~rm& — 


IPB000906G 


ZU5 domain 


25.85 3.64e-10 382-430 


Tme, — 


IPB000906G 


ZU5 domain 


25.85 5.87e-09 451-499 


—— — — 


IPBOO1580K 




2.93 8.20e-09 317-326 


— 


IPB003716C 


Calreticulin ^ gurjun it 


13.72 9.39e-09 314-334 


— 


PR00019B 


T inerichre eat si lature II 


11.42 1.55e-09 742-755 


"T^S — 


PR00019B 


Leucine-rich repeat stature II 


11.42 5. 67e-10 773-786 


-—77 — 


PR01415A 


~ n'l"' r -v- i'i ■ i ''iriiirH 


12.73 1.45e-13 415-427 


YL — 


PR01415A 


" '• c'-c'if Innture I 


12.73 4. 19e-10 451-463 


J™ — 


PR01415B 


Ank^in repeat si^ature II 


10.23 1.90e-l 0 463-475 


YLJ!. — 


PR01415B 


Ank^in repeat stature II 


10.23 2.93e-12 427-439 




IPB000822 


Zincfin eTc^H^typ'e 6 


14.67 1.00e-18 235-260 


~r^i — 


IPB000822 


Zinc finger, C2H2 type 


14.67 2.93e-17 207-232 


~t^I — 


IPB000822 


Zinc finger, C2H2 type 


14.67 6.57e-10 263-288 


— 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.71e-10 53-78 


1708 


IPB001275 


DM DNA binding domain 


19.17 7. 04e-09 223-262 


1708 


PR00048A 


C2H2-type zinc finger signature 1 


9.94 1.00e-08 204-217 


1708 


PR00048A 


C2H2-type zinc finger signature I 


9.94 4.38e-09 232-245 


1708 


PR00048A 


C2H2-type zinc finger signature I 


9.94 7.00e-09 260-273 


1708 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.63e-09 50-63 


1708 


PR00048B 


C2H2-type zinc finger signature II 


5.52 7.43e-10 220-229 


1708 


PR00498A 


Neutrophil cytosol factor 1 signature I 


12.92 6.74e-09 353-361 


1709 


IPB002870A 


Reprolysin family propeptide 


12.22 4.09e-10 108-124 
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1710 


IPB000222B 


: U Z Uf *1 

Protein phosphatase 2C subiamiJy 


15.80 9.49e-09 1539-1549 


1710 


IPB001389D 


Flocculin repeat 


9.66 5.93e-09 1712-1739 


1710 


PR01391C 


Binary toxin B family signature III 


14.87 5.44e-09 259-277 


1711 


PR01099B 


Hydroxyethylthiazole kinase family 
signature II 


14.42 5.44e-09 6-27 


1712 


IPB000716C 


Thyroglobulintype-1 repeat 


17.62 5.41e-12 287-305 


1712 


IPB000867A 


Insulin-like growth factor-binding protein 


7.19 7.19e-09 48-55 


1712 


IPB000867B 


Insulin-like growth factor-binding protein 


11.44 4.l3e-18 66-82 


1712 


PR01 1691 


Ceratitis capitata alcohol dehydrogenase 
signature IX 


10.85 9.41e-09 425-445 


1715 


IPB003308C 


Integrase zinc-binding domain 


19.91 3.42e-33 22-75 


1715 


IPB003308D 


Integrase zinc-binding domain 


8.41 7.43e-09 94-106 


1715 


IPB003308E 


Integrase zinc-binding domain 


9.08 1.20e-ll 166-179 


1717 


IPB001134C 




17.82 7.82e-10 1317-1331 


1717 


IPB001599A 


AJVi^'o " termmUS r. 

Alpha- -macrog o urn ami y 


10.97 1.45e-21 175-193 


1717 


IPB001599B 


Alpha 2 macrog o u — 


7.45 3.35e-14 264-276 


1717 


IPB001599C 


Alpha macrog — }[ 


14.40 4.60e-15 291-307 


1717 


IPB001599D 


Alpha macrog — j_ 


11.61 4.94e-15 783-793 


1717 


IPB001599E 


Alpha-2-macrogiobulin iamiiy 


11.06 1.60e-10 810-819 


1717 


IPB001599F 


Alpha-2-macroglobulin family 


18.95 5.30e-27 840-869 


1717 


IPB001599G 


Alpha- 2-macroglobulin family 


13.87 1.53e-13 988-997 


1717 


IPB001599H 




18.42 1.00e-23 1020-1047 


1717 


IPB001599I 


Alpha-2-macroglobulin family 


10.83 4.33e-12 1057-1066 


1717 


IPB001599J 


Alpha-2-macioglobulin family 


20.99 3.10e-16 1088-1113 


1717 


IPB001599K 


Alpha-2-macroglobulin family 


8.15 7.60e-13 1273-1284 


1717 


IPB001599L 


Alpha-2-macroglobulin family 


18 66 4.00e-25 1304-1331 


1717 


IPB001599M 


Alpha-2-macroglobulin family 


13.29 1.75e-12 1445-1456 


1717 


IPB001599N 


Alpha-2-macroglobulin family 


24 85 9 22e-26 1498-1530 


1717 


IPB001983D 


Translationally controlled tumor protein 


22.98 6.63e-13 1213-1253 


1718 


1PB000135D 


High mobility group proteins HMG1 and 
HMG2 


T 11 i AfWIO 917 941 

1.15 l.uue-iz zi /-z*f i 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 2.41e-15 219-243 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 2.86e-17 220-244 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 3.43e-14 218-242 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


o n A <c*=. 11 914 9^R 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2 13 5 23e-12 223-247 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


z. 1 5 D .OUe- 1 u z i o-zo i 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


^13 6 18e-09 212-236 


1718 


IPB000135D 


High mobility group proteins HMG1 and 


2 13 7 56e-15 222-246 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 8.06e-l 1224-248 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 8.30e-14 216-240 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2.13 9.13e-12 215-239 


1718 


IPB000135D 


High mobility group proteins HMG1 and 


2.13 9.14e-17 221-245 
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HMG2 




1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


0 13Q1 S(= 1 1 99^ 9AQ 
z. Id y. 1 oc-1 1 ZZJ-Z^-y 


1718 


IPB000135D 


High mobility group proteins HMG1 and 
HMG2 


2 13 9 64e-09 226-250 


1718 


IPB000637B 


HMG-I and HMG-Y DNA-binding domain 
(A+T-hook) 


1/101 1 AAn AR 994 949 
14. Zl l.UUe-Uo LL^-L^L 


1718 


IPB000637B 


HMG-I and HMG-Y DNA-binding domain 
(A+T-hook) 


14 21 1 00e-08 225-243 


1718 


IPB000637B 


HMG-I and HMG-Y DNA-binding domain 
(A+T-hook) 


14 21 2 09e-09 223-241 


1718 


_ 

IPB000637B 


HMG-I and HMG-Y DNA-binding domain 
(A+T-hook) 


14.21 4.82e-09 221-239 


1718 


— — — 

IPB000637B 


(A+T-hook) 


14.21 8.36e-09 222-240 




J718 


TPHAA1 AOOr 1 




16.82 2.07e-10 218-253 




IPB001422C 


Neuromodulin (GAP 43) 


16.82 2.13e-09 222-257 


T7ii — 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 3.70e-09 220-255 


ttt| — 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 3.84e-10 217-252 


~t^tI — 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 6.68e-10 223-258 


"wrl — 


IPB001422C 


Neuromodulin (GAP-43) 


16.82 6.74e-09 221-256 


— 


lrrsUUl'+ZZl^ 


Neuromodulin (GAP-43) 


16.82 8.93e-10 225-260 





LrrSUUlDoUr 


a re icu m ami y 


2.93 4.94e-10 224-233 


~^rf — 


TPB001580F 


Ca re icu m ami y 


2.93 4.94e-10 225-234 


_171| 


IPB001580F 


Ca reticu m arm y 


2.93 4. 94e-10 226-235 


— 


IPB001580F 


a re icu m ami y 


2.93 4.94e-10 227-236 


"TtII — 


IPB001580F 


a re icu m ami y 


2.93 4.94e-10 228-237 


4m — 

-p^l — 


TP«AA1 ^SHT? 


a le iLU in ami y 


2.93 4.94c-10 229-238 




TPRAA1 ^KAT7 


a reticu m ami y 


2.93 4.94e-l0 230-239 


-p^jl — 


IPB0015S0F 


a re icu m ami y 


2.93 4.94e-10 231-240 


4ttI — 


IPB001580F 


a re lClun way 


2.93 4.94e- 10 232-241 


"tttI — 


IPB001580F 


a re icu in ami y 


2.93 4.94e- 10 233-242 


~rPI — 


IPB001580F 


a re icu in ami y 


2.93 4.94e-10 234-243 


"tttI — 


tphaai *\^af 


3 re 1CU am ' y 


2.93 7.75e-09 235-244 


"tItI — 

_L718 


TPI3AA9 1 T A A 
IroVUzlZOA 


a erm omam 


14.68 7.00e-09 119-135 


J718 


TPT3AA91 9£R 




12.04 5.20e-16 422-439 


J718 


TPRAAOII^R 


^ a erm 

a erm : 


12.04 7.86e-13 156-173 






Cadherin domain 


12.35 8.41e-09 398-408 


ttt| 


PR00194D 


Tropomyosin signature IV 


9.54 1.94e-09 222-245 


"T7T5 


PR00194D 


ropomyosm signa ure — 


9.54 2.05e-09 220-243 


"ittI 


PR00205A 




17.38 3.50e-13 108-127 


~rrl — 


PR00205B 


Cdh^ S ! Sna " re ,t 


20.09 3.30e-ll 551-580 


~tttI — 


PR00205B 


C^h 61 '" S - gna t Ure n 

a erm signa ure 


20.09 4.66e-14 434-463 


"pttJ — 


PR00205B 




20.09 9.50e-21 168-197 


~T77i — 


PR00205C 


C&h™ S ' S " a t U yg ln 


13.59 3.25e-ll 397-409 


-jHI — 


PR00205D 


Cadherin signature IV 


12.22 4.46e-19 413-432 


1718 


PR00205E 


Cadherin signature V 


10.82 4.32e-l 1432-445 


1718 


PR00205F 


Cadherin signature VI 


19.57 4.77e-10 380-406 


1718 


PR00205F 


Cadherin signature VI 


19.57 5.20e-13 493-519 


1718 


PR00205F 


Cadherin signature VI 


19.57 7.30e-13 115-141 


1718 


PR00205G 


Cadherin signature VII 


13.05 8.71e-14 416-433 


1720 


IPB003360A 


US22-like viral protein 


16.29 4.27e-09 133-146 


1722 


IPB001128 


none 


11.42 5. 15e-13 469-481 


1722 


PR00385A 


P450 superfamily signature I 


13.94 4. 19e-10 341-358 
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~T^FF> 


PR00385C 


P450su erfa il si — a ture III 


17.08 6.29e-10 395-406 


~Fry> 


PR00385D 


P4S0 ^^n/""/ signature IV 


11.11 9.47e- 10 470-479 


T799 


PR00385E 


— ^ ^'1,-^.' |!'"" n u|e V 


13.50 5.50e-09 479-490 


T722 — 


PR00463H 


E c1asTp450™oup Isfgnature VIII 


11.44 5. 68e-10 469-479 


1722 


PR00465B 


E-class P450 group IV signature II 


17.22 7.92e-10 113-136 




PR00465C 




20.35 8.92e-23 332-358 


1722 


PR00465D 


E-class P450 group IV signature IV 


15.21 8.62e-16 390-406 


1722 


PR00465E 


E-class P450 group IV signature V 


15.83 4.41e-13 423-437 


J/722 


PR00465F 


E-class P450 gi'oup IV signature VI 


13.57 1.00e-13 439-457 


~¥M — 


PR00465G 


E-class P450 group IV signature VII 


15 73 8.07e-16 463-479 




rKUU4COri 


E-class P450 group IV signature VIII 


19.55 9.25e-21 479-497 




1726 


IPB003006A 


Immunogo uman major 
is ocompa 1 1 lty comp ex omam 


17.51 7.65e-12 91-113 


— — 

1726 


IrDUUjUUDrJ 


hTtoconf atibilit ^om lex domain 

lis ocompa 1 11 v comp ex c mam 


20.23 2.80e-10 130-167 


T727 


IPB001285A 




12.19 1.00e-40 26-72 


— — 

Yl~L — 


IPB001285B 


S t h ' / — — ' 

ynap op lysin/synap opoim 


21.42 2.00e-35 73-104 




IrDUUlzoJU 




21.42 7.86e-12 72-103 





IPB00128^C 


S^aptophysin/s^aptoporin 


15.24 1.00e-40 108-148 


1727 


IPB001285D 


Synaptophysin/synaptoporin 


12.74 1.00e-40 149-183 




IPB0012S5E 




9.55 1.00e-40 184-230 


1727 


IPB001285F 


Synaptophysin/synaptoporin 


6.39 1.00e-40 231-275 




IPB001285F 


Synaptophysin/synaptoporin 


6 39 1 54e-09 248-292 


1727 


1PB001285F 


Synaptophysin/synaptoporin 


6.39 3.46e-09 242-286 


1727 


IPB001285F 


Synaptophysin/synaptoporin 




1727 


IPB001285F 


Synaptophysin/synaptoporin 


6.39 9.83e-l 1 263-307 


1727 


PR00220A 


Synaptophysin/synaptoporin family 
signature I 


1,5. OV 1.4ie-Z/ Li-^J 


1727 


PR00220B 


Synaptophysin/synaptoporin family 
signature II 


17.03 8.31e-28 47-72 




1727 




PR00220C 


Synaptophysin/synaptoporin family 
signature III 


1 1 86 7 00e-28 100-124 




1727 


nM . nr , 

PR00220D 


Synaptophysin/synaptoporin family 
signaure — — 


10.60 8.13e-28 132-155 


~rrn 

1727 




Mature V Sm ° P ° nn ^ Y 


4.56 5.68e-23 199-217 


T727 


PR00761A 


Bindin recursor si — aturel 


6.20 7.00e-10 287-303 


T79S — 


IPB002360C 


In'volucrui CUrSOr ^ 


15.36 1.40e-09 114-155 


Ttts — 


1PB002360C 


Involucrin 


15.36 7.80e-09 105-146 


— — — — 


IPB002558F 


I/LWEQ domain 


14.64 7.33e-09 155-185 


1729 — 


IPB003137 




22.40 2.86e-15 551-581 


1729 


PR00747C 


Glycosyl hydrolase family 47 signature III 


12.34 5.14e-ll 145-163 




PR00747E 


Glycosyl hydrolase family 47 signature V 


14.81 2.08e-18 225-242 


1729 


PR00747H 


Glycosyl hydrolase family 47 signature VIII 


12.76 5.50e-17 326-346 




PR00209C 


Alpha/beta gliadin family signature III 


3 37 5 39e-09 77-90 


1731 


IPB000276B 


Rhodopsin-like GPCR superfamily 


4.97 9.05e-09 192-203 




IPB000276C 


Rhodopsin-like GPCR superfamily 


8.03 3.50e-ll 244-255 


1731 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 9.47e-14 285-301 


1731 


PR00237A 


Rhodopsin-like GPCR superfamily 
signature I 


9.81 2.42e-13 35-59 


1731 


PR00237B 


Rhodopsin-like GPCR superfamily 
signature II 


12.45 5.24e-16 68-89 


1731 


PR00237D 


Rhodopsin-like GPCR superfamily 
signature IV 


9.76 1.47e-ll 133-154 
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1731 


rKUUZ.3 /Jd 


— — — r— 77: — — 

Rhodopsin-like GPCR supeiramily 
signature V 


13 03 8 07e-ll 184-207 


— — 

1731 


/r 


Rhodopsin-like GPCR superfamily 
signature VI — 


14 34 2 89e-17 234-258 


— — 

1731 




0 opsin- i ce super ami y 


19.23 8.1 le-19 275-301 


T731 


PR00244A 


signa ure _ ——^ 

' v """ ' c — P 01 signa me 


10.06 5.00e-15 29-40 


"Trvi 


PR00244B 




12.18 1.00e-13 55-64 


T731 


PR00244C 


Neurokinin receptor signature HI 


13.48 2.87e-12 108-118 


— — 


PR00^44D 


^ r ^- n : t -° ry 

euro anm iecep_or_g^gna ure 


7 47 9.36e-14 125-135 


— — 


PR00244E 




5 67 1.44e-ll 183-192 


~mi — 


PR00244F 


euro-nm recep or ^g"^™^ 


12.03 6.29e-16 204-217 


Trvi — 


PR00244G 


euro nm recep or signature 


9.65 1.45e-15 268-279 


— 


PR00244H 


euro mm recep or signage 


13.18 5.50e-26 294-312 


— 


PRO 1025 A 


euro mm recq? or 


8.63 5.50e-16 2-15 


1731 


PR01025B 


Neurokinin NK^wl.r s^nature II 


12.20 7.11e-17 15-28 


"1731 


PR01025C 


Neurokinin NK^'ic'"' t'-i si' nature III 


18.53 2.23e-16 154-166 


T731 


PR01025D 


N-uroHnin NK2 receptor si^iature IV ~ 


12.91 5.60e-18 168-182 


T731 


PR01025E 


Neurokinin NK2 receptor stature V 


8.25 7.23e-25 212-230 


~T731 


PRO 1 025 F 


NeuroMninNK^'7 1 " P |M M°natuieVl 


14.52 1.00e-17 257-269 


T731 


PR01025G 


Neurokinin NK2 receptor stature VII 


9.85 6.65e-23 312-331 


1733 


IPB000917A 


Sulfates"" 1 reCeP ° r W 


9.52 5.26e-10 44-55 


1734 


PR00464A 


Group II E-class P450 signature I 


19.27 7.26e-14 167-187 




IPB000237B 




30.66 8.14e-09 273-323 


1735 


1PB002097C 


Profilin 


22.96 4.04e-10 986-1040 




IPB002097C 


Profilin 


t> OA ^ HQn HO Q01 10A^ 


1735 


IPB003753G 


Exonuclease VII, large subunit 


31.72 8.85e-09 787-831 




PR00392C 


Profilin signature III 


14.42 2.29e-09 986-1006 


1735 


PR00392D 


Profilin signature IV 


10.64 4.35e-09 1008-1022 




IPB001138 


Fungal transcriptional regulatory protein, N- 
terminus 


12.17 9.79e-09 62-78 




IPB001509A 


NAD dependent epimerase/dehydratase 


14.43 9.65e-09 379-400 


1741 


IPB003644J 


Domain found in Na-Ca exchanger and 
integrin-beta4 


13.64 5.67e-09 57-1 1 1 


1741 


PR00915G 


Luteovirus group 1 coat protein signature 
: ; 


15.74 6.58e-10 303-324 




TJ 

1745 




IPB001283A 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 
y Sc7 ; — 


16.26 6.67e-10 29-48 


— — 

1745 




IPB001283B 


Extracellular proteins SCP/Tpx-l/Ag5 /PR- 


n noi 'xif 17 ^7 77 





IPB001283E 


Extracellular proteins SCP/Tpx-l/Ag5/PR- 


13.34 5.50e-20 127-147 


1745 


IPB003106E 


Homeobox associated leucine zi — er 


13.73 6.90e-09 25-55 




PR00837A 


omeo ox aasoaa e ^ euclne zl PP er 


14.69 1.56e-14 57-75 


4^1 — 


PR00837C 


Allergen V5/Tpx~l family signature III 


16 31 5 50e-20 126-142 


1745 


PR00838D 


Venom allergen 5 signature IV 


8.59 3.57e-09 57-75 


1745 


PR00838G 


Venom allergen 5 signature W 


15.39 8.60e-18 125-144 


1749 


PR00672D 


Inhibin beta C chain signature IV 


10.52 6.40e-09 96-112 


1749 


PR01035I 


Tetracycline resistance protein signature IX 


13.24 3.86e-09 568-589 


1749 


PR01221G 


Rodent urinary protein signature VII 


12.11 8.68e-10 61-78 


1750 


IPB000885A 


Fibrillar collagen C-terminal domain 


11.46 8.16e-09 1852-1889 


1751 


IPB001991A 


Sodium:dicarboxylate symporter family 


10.78 2.53e-20 9-40 


1751 


IPB001991B 


Sodium:dicarboxylate symporter family 


14.40 2.29e-33 324-355 
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-p°^ 


IPB001991C 


Sodium ■dicarboxylate symporter family 


9.91 3.40e-24 375-394 


1751 


PR00173B 


Glutamate-aspartate symporter signature II 


7.82 7.87e-12 19-39 




PR00173C 


Glutamate-aspartate symporter signature III 


10 67 9 44e-26 327-352 


1753 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20.23 6.54e-09 286-323 


1755 


IPB002617C 


Vesicular monoamine transporter 


16.23 5.03e-10 91-143 


1755 


PR01035E 


Tetracycline resistance protein signature V 


10.87 2.08e-09 101-123 


1755 


PR01035F 


Tetracycline resistance protein signature VI 


12.88 7.52e-09 332-352 


1757 


IPB000300B 


Inositol polyphosphate related phosphatase 
* atT ! lly - 


15.64 1.93e-16 468-491 



1757 


IPB000300C 


Inositol polyphosphate related phosphatase 


14.50 8.50e-12 538-548 


1757 


IPB000300D 


Inositol polyphosphate related phosphatase 
family 


29.87 4.51e-18 589-623 


1757 


IPB000300E 


Inositol polyphosphate related phosphatase 


15.50 1.43e-14 774-790 


1757 


IPB000492B 


Protamine 2 (PRM2) 


5.26 4.23e-09 83-117 


1758 


PR00169B 


Potassium channel signature II 


16.49 8.80e-28 239-267 


1758 


PR00169C 


Potassium channel signature III 


17.53 9.83e-ll 307-330 


1758 


PR01496C 


Shaker voltage-gated K+ channel family 
signature III 


9.37 6.92e-12 202-213 



1758 


PR01496D 


Shaker voltage-gated K+ channel family 
signature IV 


9.74 3.25e-21 236-252 


— — 

1758 




PR01496E 


Shaker voltage-gated K+ channel family 
signature V — — 


iu.oo z. i ie-14 zjy-z /u 




J- * 


PR01509 \ 


v . ' vo tage "§ ate „ t V anne 1 Slgna ure — 


6 59 3 57e-17 278-292 


1758 


PR01509B 


. vo age-gate c anne signa ure 


8 19 1 26e-17 294-306 


1759 


1PBO00631B 


Uncharacterized protein family UPF003 1 


10.96 5.00e-12 100-112 


1759 


IPB00063 1C 


Uncharacterized protein family UPF003 1 


12 87 7 75e-12 376-387 




IPB000631E 


Uncharacterized protein family UPF003 1 


/.isz y./je-i i 4j&-4Do 




J762 


IPB001734A 


Sodium:solute symporter family 


14. oy o.ojC-lj 4UOD 


1762 


IPB001734B 


Sodium:solute symporter family 




1762 


IPB001734C 


Sodium: solute symporter family 


10 ti o i£ B 11 A as Ann 
liS.Zl Z. lt>e-Zl 445-4// 




IPB000483 


Leucine rich repeat C-terminal domain 


ii. lis z.z^e-iz jjb-D/z 


1763 


IPB003006B 


Immunoglobulin and major 


20.23 5.15e-09 462-499 


~1763 


PROOO 1 9A 


Leucuie"rich^ 


11 72 5 50e-12 86-99 


1763 


PR00019A 


Leucine-rich repeat signature I 


11.72 8.91e-09 278-291 


J763 


PROOO 19B 


Leucine-rich repeat signature II 


ii 49 1 Afip. C\Q 1 H7 10H 

ii. 4Z i.uue-uo iu/-izu 


1763 


PROOO 19B 


Leucine-rich repeat signature II 


1 1 An q nn a 1 1 Ci Q£ 
1 1.4Z is. / /e-1 1 oj-yO 


1763 


PROOO 19B 


Leucine-rich repeat signature II 


11.42 9.67e-10 275-288 


1764 


IPB000130 


Neutral zinc metallopeptidases, zinc- 
binding region 


5.86 6.57e~09 294-304 


1764 


IPB001762A 


Disintegrin 


23.93 5.21e-10 241-281 


1764 


IPB001862A 


Membrane attack complex 


12.54 1.76e-10 416-431 


1764 


IPB002861B 


Reeler domain 


10.50 1.41e-09 422-450 


1764 


IPB002870D 


Reprolysin family propeptide 


16.31 6.25e- 12 265-280 


1764 


IPB002870E 


Reprolysin family propeptide 


11.90 4.41e-12 296-308 


1764 


IPB002870F 


Reprolysin family propeptide 


18.81 3.73e-13 335-359 


1764 


PR00977A 


Scytalidopepsin B aspartic protease (A4) 
signature I 


7.30 9.11e-09 233-255 


1765 


PR00824A 


Hepatic lipase signature I 


8.114.44e-22 6-24 
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1768 


IPB000337A 


— - 

G-protein coupled receptors family i 
(Metabotropic glutamate receptor-like) 


9 17 4 32e-14 47-58 


1768 


IPB000337B 


G-protein coupled receptors family 3 
(Metabotropic glutamate receptor-like) 


24.51 9.90e-09 150-198 


1768 


IPB001828A 


Receptor family ligand binding region 


13.21 9.05e-09 74-86 


1768 


PR00248A 


Metabotropic glutamate GPCR signature I 


7 46 9 10e-16 46-58 


1768 


PR00248B 


Metabotropic glutamate GPCR signature II 


12.69 2.89e-17 75-90 


1768 


PR00248C 


Metabotropic glutamate GPCR signature III 


11 96 8 20e-24 90-109 


1768 


PR00248D 


Metabotropic glutamate GPCR signature IV 


14 23 9 00e-15 153-179 


1768 


PR01054A 


Metabotropic glutamate receptor 4 signature 
I 


1.12. l.LAQ-AJ J- AO 


1768 


PR01054B 


Metabotropic glutamate receptor 4 signature 
II 


9 34 1 47e-26 26-44 


1768 


PR01054C 


Metabotropic glutamate receptor 4 signature 
III 


10 37 1.15e-22 131-147 


1769 


IPB000008B 


C2 domain 


17.91 3. 02e- 10 226-243 


1769 


IPB000008C 


C2 domain 


23.37 2.80e-31 400-439 


1769 


IPB000008C 


C2 domain 


23.37 3.04e-10 265-304 


1769 


IPB000008D 


C2 domain 


14.83 8. 59e-14 455-473 


1769 


PR00360A 


C2 domain signature I 


15.18 3.00e-10 398-410 


1769 


PR00360B 


C,2 domain signature II 


11.64 2.33e-12 427-440 


1769 


PR00360B 


C2 domain signature II 


11.64 8.88e-13 292-305 


1769 


PR00399A 


Synaptotagmin signature I 


15.05 5.50e-ll 236-251 


1769 


PR00399B 


Synaptotagmin signature II 


14.30 5.50e-10 251-264 


1769 


PR00399B 


Synaptotagmin signature II 


14.30 7.92e-12 385-398 


1769 


PR00399C 


Svnaptotagmin signature III 


15.89 1.63e-10 308-323 


1769 


PR00399D 


Synaptotagmin signature IV 


12 72 6.33c-10 328-338 


1770 


IPB000534A 


Semialdehyde dehydrogenase 


15.79 4.21e-09 2S7-304 


1771 


JPB001195 


Glycophorin A 


7.52 6.07e-10 717-745 


1771 


IPB001359H 


Synapsin 


22.58 7.99e-09 871-921 


1771 


IPB001514D 


RNA polymerases D/30 to 40 Kd subunits 


19.99 9.43e-09 1326-1352 


1771 


IPB002126A 


Cadherin domain 


14.68 4.15e-ll 412-428 


1771 


IPB002126B 


Cadherin domain 


12.04 1.50e-09 232-249 


1771 


IPB002126B 


Cadherin domain 


12.04 3.25e-12 448-465 


1771 


IPB002126B 


Cadherin domain 


12.04 7.25e-09 123-140 


1771 


PR00205A 


Cadherin signature I 


17.38 5.66e-10 293-312 


1771 


PR00205A 


Cadherin signature I 


17.38 7.84e-ll 75-94 


1771 


PR00205B 


Cadherin signature II 


20.09 2.73e-09 135-164 


1771 


PR00205B 


Cadherin signature II 


20.09 4.06e-10 460-489 


1771 


PR00205B 


Cadherin signature II 


20.09 8.80e-15 244-273 


1771 


PR00205C 


Cadherin signature III 


13.59 7.75e-09 317-329 


1771 


PR00205D 


Cadherin signature IV 


12.22 3.42e-14 439-458 


1771 


PR00205D 


Cadherin signature IV 


12.22 3.83e-12 223-242 


1771 


PR00205D 


Cadherin signature IV 


12.22 6.40e-12 544-563 


1771 


PR00205D 


Cadherin signature IV 


12 22 6.71e-ll 331-350 


1771 


PR00205D 


Cadherin signature IV 


12.22 7.5 le-10 114-133 




PR0020^E 


Cadherin signature V 


10.82 4.86e-09 458-471 


1771 


PR00205F 


Cadherin signature VI 


19.57 1.95e-l 1 408-434 


1771 


PR00205F 


Cadherin signature VI 


19.57 2.50e-15 513-539 


1771 


PR00205F 


Cadherin signature VI 


19.57 3.65e-12 300-326 


1771 


PR00205G 


Cadherin signature VII 


13.05 2.65e-09 334-351 


1771 


PR00205G 


Cadherin signature VII 


13.05 4.65e-l 1226-243 


1771 


PR00205G 


Cadherin signature VII 


13.05 7.91e-10 442-459 


1771 


PR00205G 


Cadherin signature VII 


13.05 9.57e- 14 547-564 
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1771 


PR01157D 


— : : 

P2 punnoceptor signa ure — _ 


16.03 5.42e-09 815-827 


1771 


PR01383B 


Claudm-10 signature 11 


5.36 5.05e-09 724-736 


1774 


IPB000301B 


Transmembrane 4 family 


18.74 4.68e-26 492-527 


1774 


IPB000301D 


Transmembrane 4 family 


26.02 7.30e-23 662-702 


1774 


PR00259B 


Transmembrane four family signature 11 


13.09 3.03e-17 486-512 


1774 


PR00259C 


Transmembrane four family signature III 


16.39 5.76e-19 513-541 


1774 


PR00259D 


Transmembrane four family signature IV 


14.90 8.54e-18 676-702 


1775 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 1.95e-10 111-122 


1775 


IPB000276A 


Rhodopsin-like GPCR superfamily 


11.56 5.50e-09 199-210 


1775 


PR00237E 


Rhodopsin-like GPCR superfamily 
signature V _ 


13.03 3.90e-10 280-303 


1775 


PR00245A 


Olfactory receptor signature 1 


10.98 1.90e-10 85-96 


1775 


PR00245A 


Olfactory receptor signature I 


10.98 2.50e-10 173-184 


1775 


PR00245B 


Olfactory receptor signature II 


13.73 l.OOe- 10 210-222 


1775 


PR00245B 


Olfactory receptor signature 


13.73 8.71e-09 122-134 


1775 


PR00245C 


Olfactory receptor signature 111 


14.65 4.91e-15 257-273 


1775 


PR00245D 


Olfactory receptor signature IV 


9.34 8.41e-13 317-326 


1775 


PR00534A 


Melanocortin receptor family signature I 


12.77 9.56e-ll 44-56 


1778 


IPB000920C 


Myelin P0 protein 


15.78 2.33e-09 160-212 


1778 


IPB001388 


Synaptobrevin 


26.97 7.60e-30 115-169 


1778 


PR00219A 


Synaptobrevin signature I 


10.78 1.35e-ll 118-137 


1778 


PR00219B 


Svnactobrevin signature II 


9.91 5.30e-09 138-157 


1778 


PR00219C 


Synaptobrevin signature III 


6.91 2.20e-13 20-39 


1780 


IPB000353B 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


19 16 4 96e-12 177-226 


1780 


IPB000353C 


Class II histocompatibility antigen, beta 
chain, beta-1 domain 


20 11 9 18e- 10 228-282 


1780 


IPB001039A 


Major histocompatibility complex protein, 
Class I 


17 17 1 00e-40 15-68 


1780 


IPB001039C 


Major histocompatibility complex protein, 
Class I 


19 82 8 08e-12 151-204 


1780 


IPB001039D 


Major histocompatibility complex protein, 
Class I 


16 49 1 00e-40 229-283 


1780 


IPB003006A 


Immunoglobulin and major 
histocompatibility complex domain 


17 51 3 25e-18 198-220 


1780 


IPB003006B 


Immunoglobulin and major 
histocompatibility complex domain 


20 23 5.50e-28 235-272 


1780 


IPB003363E 


Glycoprotein GG/GX 


13.35 2.18e-10 282-314 


1782 


IPB000084A 


PE N-terminus 


14.90 3.44e-09 644-691 


1782 


IPB000258G 


Bacterial ice-nucleation proteins octamer 


8.61 4.96e-09 681-734 


1782 


IPB000258H 


Bacterial ice-nucleation proteins octamer 
jepeat . 


10.13 6.03e-09 719-773 


1782 


IPB000765 


GTP1/OBG family 


26.91 9.84e-10 449-492 


1782 


IPB000790B 


ATP synthase alpha subunit, C-terminal 


10.45 9.64e-10 424-467 


1782 


IPB001140A 


ABC transporter transmembrane region 


21.73 2.42e- 18 437-483 




IPB001140B 


ABC transporter transmembrane region 


15.62 7.70e-12 555-593 


1782 


IPB001482B 


Bacterial type II secretion system protein E 


12.05 3.70e-09 447-469 


1782 


PR00300A 


ATP-dependent Clp protease ATP-binding 
subunit signature I 


7.82 8.27e-09 451-469 


1782 


PR00449A 


Transforming protein P21 ras signature I 


12.48 1.67e-09 449-470 


1782 


PR00671B 


Inhibin beta B chain signature II 


4.29 9.41e-09 396-415 


1783 


IPB000175A 


Sodiummeurotransmitter symporter family 


16.29 1.00e-40 211-260 


1783 


IPB000175B 


Sodiummeurotransmitter symporter family 


19.12 3.37e-32 298-332 
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1783 


IPB000175C 


Sodium:neurotransmitter symporter family 


15.09 3.75e-13 385-436 




IPB000175D 




23.45 1.00e-40 451-503 


1783 


IPB000175E 


Sodiummeurotransmitter symporter family 


21.88 1.67e-30 544-583 


1783 


IPB000175F 


Sodiummeurotransmitter symporter family 


25.63 1.00e-30 639-678 


1783 


IPB000175G 


Sodiummeurotransmitter symporter family 


16.18 6.32e-20 700-722 


1783 


PR00176A 


Sodium/chloride neurotransmitter 
symporter signature I 


16.97 5.50e-24 211-232 


1783 


PR00176B 


Sodium/chloride neurotransmitter 
symporter signature II 


7.07 2.13e-22 240-259 


1783 


PR00176C 


Sodium/chloride neurotransmitter 
symporter signature III 


10.57 3.16e-23 283-309 


1783 


PR00176D 


Sodium/chloride neurotransmitter 
symporter signature IV 


8.96 7.92e-21 412-429 


1783 


PR00176E 


Sodium/chloride neurotransmitter 
symporter signature V 


11.14 3.84e-19 494-514 


1783 


PR00176F 


Sodium/chloride neurotransmitter 
symporter signature VI 


11.11 9.57e-20 548-567 


1783 


PR00176G 


Sodium/chloride neurotransmitter 
symporter signature VII 


13 12 7.67e-16 630-650 


1783 


PR00176H 


Sodium/chloride neurotransmitter 
symporter signature VIII 


15.94 4.52e-16 670-690 


1783 


PRO 1204 A 


Glycine neurotransmitter transporter type 1 
(GLYT-1) signature I 


15.11 3.25e-18 187-200 


1783 


PR01204B 


Glycine neurotransmitter transporter type 1 
(GLYT-1) signature II 


12.89 1.37e-15 201-211 


1783 


PR01204C 


Glycine neurotransmitter transporter type 1 

tm VT 1*\ cirmatin-A TIT 

(^iL.y l - 1 ) signature jui 


12.34 1.60e-16 335-347 


1783 


PR01204D 


(GLYT-1) signature IV 


10.51 6.86e-18 349-364 


1784 




1PB001627K 


Sema domain . 


13.76 3.02e-09 662-674 


J784 


IPB002165D 




14.72 1.15e-10 662-674 


1784 


PR01319A 


Plexin repea neurotrophic factor 

receptor alpha 3 signature I 


3.85 7.08e-09 27-39 


— — 

J/785 


IPB000647A 


CTF/NF-I family 


11.22 1.00e-40 644-693 


_L785 


IrDUUUO'f/o 


CTF/NF-I family 


10.06 2.14e-30 694-71S 


J785 


lrrSUUUo4/v^ 


CTF/NF-I family 


9.27 1.00e-40 724-765 


J785 


IPB000647D 


CTF/NF-I family 


12.61 1.20e-32 766-790 




IPB000647E 


CTF/NF-I family 


12.21 9.18e-38 791-821 


mi — 


IPB000483 




11.18 4.54e-10 675-689 


1786 


PR00019A 


Leucine-rich repeat signature I 


11.72 4.67e-10 243-256 




PR00019A 




11.72 6.45e-09 434-447 


1786 


PR00019B 


Leucine-rich repeat signature II 


11.42 4.27e- 11 431-444 


1786 


PR00019B 


Leucine-rich repeat signature II 


11.42 5.09e-09 479-492 


1786 


PR00019B 


Leucine-rich repeat signature II 


11.42 7.55e-09 597-610 


1786 


PR00019B 


Leucine-rich repeat signature II 


11.42 8.64e-09 240-253 


1786 


PR00364D 


Disease resistance protein signature IV 


14.89 4.86e-09 188-204 




PR00702F 


signature VI 


14.03 1.46e-17 49-72 


1789 


PR00702G 


Acriflavin resistance protein family 
signature VII 


10.67 6.00e-21 74-97 


1789 


PR00702H 


Acriflavin resistance protein family 
signature VIII 


14.64 3.67e-14 153-170 


1789 


PR00702I 


Acriflavin resistance protein family 
signature IX 


16.75 1.39e-15 216-230 
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1790 


pp Arno7P 


— — - — . —. : f — n 

Streptopam (C10) cysteine protease lamily 


11.89 8.81e-09 41-62 


~Y79l 


IPB000849D 


G^yr^amily of transporters 


22.39 9.25e-31 55-91 


1791 


IPB000849E 


GlpT family of transporters 


19.05 2.88e-36 108-145 


_1791 


IPB000849F 


GlpT family of transporters 


15 06 8 00e-20 162-179 


J792 


IPB000917C 


Sulfatase 


13 32 4 67e-ll 593-603 




IPB003661A 


His Kinase A domain 


9 35 1 60e-09 244-253 





IPB000203A 


GPS domain 


18 40 6 63e-12 903-933 


"rlii — 


IPB000203B 


GPS domain 


13 98 9 12e-12 988-1009 


1796 


IPB000483 


Leucine rich repeat C-terminal domain 


11.18 6.04e-ll 371-385 




IPB000832C 


G-protein coupled receptors family 2 
(secretin-like) 


19 53 7 33e-09 988-1017 




PR00019A 


Leucine-rich repeat signature I 


11 72 1 00e-09 315-328 


1796 


PR00019B 


Leucine-rich repeat signature II 


11.42 8.00e-10 312-325 




IPB002208C 


SecY protein 


15.51 4.15e-17 30-50 


1798 


IPB002208D 


SecY protein 


22.30 2.29e-36 82-118 


1798 


PR00303C 


Preprotein translocase SecY subunit 
signature III 


15.05 7.84e-19 34-57 


1798 


PR00303D 


Preprotein translocase SecY subunit 
signature IV 


15.48 1.95e-22 72-97 


1798 


PR00303E 


Preprotein translocase SecY subunit 
signature V 


-a m 

14.43 7. 19e-23 98-121 


1798 


PR00825B 


Vespid venom allergen phospholipase Al 
signature II 


13.74 9.40e-09 234-254 


1800 


PR00081A 


Glucose/ribitol dehydrogenase family 
signature I 


10.07 9.70e-12 179-196 


J800 


PR00669B 


Inhibin alpha chain signature II 




1801 


IPB000109C 


PTR peptide transporters (PTR2) 




1801 


1PB000109D 


PTR peptide transporters (PTR2) 


25.09 1.00e-29 464-511 


1802 


1PB000033B 


Low-density lipoprotein (Idl) receptor, 
YWTD repeat 


7.05 4.96e- 11 494-504 






IPB000152 


Aspartic acid and asparagine hydroxylation 


8.86 1.47e-14 489-504 




IPB001169K 


Integrin beta, C-terminus 


">*7 A ^ ") QAo 1 A Q7A 1 H 1 1 


1802 


IPB001774C 


Delta serrate ligand 


18.25 2.19e-09 973-1015 


JJS02 — 


IPB001881B 


Calcium-binding EGF-like domain 


iz.zo D.ooe-ii 'foy-juu 


1802 


IPB001969A 


Eukaryotic and viral aspartic protease active 
57?Er-Fj : — 


i a in n nrio l n T7C "XOA 
IcO/ /.UUe-lU d lo-iyQ 




_1802 




PR00010C 


Type II EGF-like signature III 




1802 


PR00792B 


Pepsin (Al) aspartic protease family 
signature II 


10 3 OSe. Rill %AA 




1802 




PR00792C 


Pepsin (Al) aspartic protease family 


8 65 9 31e-13 380-391 


—— 




TPnnnmoo a 

IrDUUu/ZyA 


PMP-22/EMP/MP20 family 


19 70 1 95e-09 1-22 




TPRnnflT)QA 


rMr-ZZ/nMrYlVLrZU ramuy 


19 70 2 20e-10 18-39 


"Ho! — 


TPRnnrnoot* 
IrrSUUU /zyo 


PMP-22/EMP/MP20 family 


13 56 5 68e-10 49-59 


1803 


IPB000729C 


PMP-22/EMP/MP20 family 


37.83 3.47e-23 87-139 


1803 


IPB000729C 


PMP-22/EMP/MP20 family 


37.83 7.83e-22 80-132 


1803 


IPB000729D 


PMP-22/EMP/MP20 family 


18.96 4.94e-18 160-187 


1803 


PR01077B 


Claudin signature II 


14.12 8.80e-10 49-55 


1803 


PR01077C 


Claudin signature III 


13.60 9.43e-12 63-73 


1804 


IPB001717I 


Anion exchanger family 


7.53 2.07e-ll 18-58 


1804 


IPB001717L 


Anion exchanger family 


14.31 9.28e-14 84-130 


1804 


IPB001717M 


Anion exchanger family 


19.47 6.23e-32 133-185 



wo 



03/054152 



PCT/US02/39555 
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Results 




IPB001717N 


~A~' h n er famil 


14.40 1.00e-30 183-208 


Tsoi — 


IPB001717O 


^nion exchanger familv 


10.14 4. 76e- 16 209-236 


1804 


IPB001717Q 


Anion exchanger family 


17.70 5.77e-09 232-273 




PR00165F 




14.73 1.50e-ll 42-49 


1804 


PR00165J 


Anion exchanger family signature X 


6.53 4.18e-09 127-135 




PR00165K 


Anion exchanger family signature XI 


12.74 6.40e-ll 156-164 


1804 


PR00165M 


Anion exchanger family signature XIII 


9.29 7.26e-12 255-265 




PR01120D 


Plant CLC chloride channel signature IV 


10 53 6 46e-09 134-141 


1804 


PR01231E 


HC03- transporter superfamily signature V 


8.87 4.38e-15 40-52 


1804 


PR01231H 


HC03- transporter superfamily signature 
VIII 


12.16 9.18e-15 111-124 


1805 


IPB001394A 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


12.64 3.16e-16 786-803 


1805 


IPB001394B 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


17.87 3.05e-21 1215-1244 


1805 


IPB001394C 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


8.52 3.50e-l 0 1290-1299 


1805 


IPB001394D 


Ubiquitin carboxyl-terminal hydrolase 
family 2 


9.19 4.60e-10 1308-1317 


1806 


PR01130C 


Delayed-early response 
protein/equilibrative nucleoside transporter 
signature III 


7.16 6.00e-09 187-210 


1806 


PR01 130E 


Delayed-early response 
protein/equilibrative nucleoside transporter 
signature V 




1806 


PR01130F 


Delayed-early response 
protein/equilibrative nucleoside transporter 
signature VI 


5 34 3 54e-l 1 337-3^4 


— — 


m«nm Q1 ou 


Cejlulose-binding domain, bacterial type 


14.22 2.97e~09 104-128 


181(5 


IPB003662A 


General substrate transporters 


18 97 8 67e-14 736-768 


1811 


PR01228C 


Eggshell protein signature III 


5.69 3.90e-09 51-66 


1813 


IPB000260A 


NADH-ubiquinonc oxidoreductase chain 4, 
amino terminus 


12 52 2 80e-09 16-49 


1813 


— - — 

IPB000260A 


NADH-ubiquinone oxidoreductase chain 4, 
ammo terminus 


12.52 4.66e-10 19-52 


— — 

_1813 


— 
IPB000444B 


Xanthine/uracil permeases family 


22.44 4.21e-09 51-94 




IPB000444B 




22.44 4.32e-09 43-86 





IPB000684L 


E^ukLyotic r RNA P pofymerase n' ^ 

heptapeptide repeat 


3.49 7.25e-09 841-883 


4lrl — 


IPB000822 


Zinc finger, C2H2 type 


14.67 1.00e-18 272-297 





IPB000822 


me mger, ype 


14.67 2.71e-10 416-441 




IPB000822 




14.67 7.19e-14 487-512 


— 
JJ513 


IPB000822 


— ' onuT 

Zinc tinger, C2H2 type 


14.67 8.00e-13 515-540 


JJU3 — 


IPB000822 


Zinc finger, C2H2 type 


14.67 8.1 le-12 300-325 


_1813 


IPB000822 


Zinc finger, C2H2 type 


14.67 9.05e-12 773-798 


1813 


IPB001457 


NADH-ubiquinone/plastoquinone 


19.26 5.81e-09 5-46 


1813 


PR00048A 


C2H2-type zinc finger signature I 


9.94 6.25e-09 770-783 


1813 


PR00048A 


C2H2-type zinc finger signature I 


9.94 9.53e-ll 269-282 


1813 


PR00048B 


C2H2-type zinc finger signature II 


5.52 6.79e-10 285-294 


1813 


PR00219C 


Synaptobrevin signature III 


6.91 6.34e-09 33-52 


1815 


IPB000001D 


Kringle 


11.31 2.02e-13 53-69 


1815 


IPB000001H 


Kringle 


12.24 5.29e-ll 318-328 


1815 


IPB000126A 


Serine proteases, V8 family 


11.75 5.07e-l 153-68 
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Results* 


1815 


IPB000177M 


Apple domain 


O lo o cc- i zr on/; nrr\ 

y.io o.jje-io z/o-zou 


1815 


IPB000177N 


Apple domain 


10.17 5.21e-15 308-342 


1815 


IPB001254A 


Serine proteases, trypsin family 


9.98 1.00e-15 53-69 


1815 


IPB001254B 


Serine proteases, trypsin family 


15.01 6.29e-18 316-339 


1815 


PR00722A 


Chymotrypsin serine protease family (SI) 
signature I 


12.06 9.28e-15 54-69 


1815 


PR00722C 


Chymotrypsin serine protease family (SI) 
signature III 


10.74 8.88e-13 315-327 


1815 


PR00839B 


V8 serine protease family signature II 


11.20 6.42e-09 53-70 


1817 


IPB003819A 


Taurine catabolism dioxygenase 
TauD/TfdA 


10.95 3.03e-09 200-207 


1817 


IPB003819B 


Taurine catabolism dioxygenase 
TauD/TfdA 


21.71 5.64e-26 222-255 



1817 


IPB003819C 


Taurine catabolism dioxygenase 
TauD/TfdA 


11.87 2.74e-17 288-304 
- — — — 


1817 


IPB003819D 


Taurine catabolism dioxygenase 
TauD/TfdA 


27.59 4.68e-38 319-359 


1819 


IPB000387 


Tyrosine specific protein phosphatase and 
dual specificity protein phosphatase family 


., .... 

10.77 2.38e-13 1434-1444 






PR00014C 


Fibronectin type III repeat signature in 


14.47 4.00e-09 599-617 


"riii — 


PR00014C 


Fibronectin type III repeat signature in 


14.47 4.86e-09 688-706 


1819 


PR00014C 


Fibronectin type III repeat signature IE 


14.47 5.00e-10 1056-1074 


1819 


PR00014C 


Fibronectin type III repeat signature IE 


14.47 7.00e-09 866-884 


1819 


PR00213E 


Myelin PO protein signature V 


5.51 1.66e-09 1186-1210 


JJ19 


PR00700A 


Protein tyrosine phosphatase signature I 


6.05 5.80e-10 1306-1313 


1819 


PR00700C 


Protein tyrosine phosphatase signature HI 13.89 7.88e-17 1390-1407 


1819 


PR00700D 


Protein tyrosine phosphatase signature IV 12.83 3.86e-20 1431-1449 




PR00700F 


Protein tyrosine phosphatase signature VI 


10.33 4.71e-12 1478-1488 


1819 


PR01371E 


Salmonella/Y ersinia modular tyrosine 
phosphatase signature V 


11.71 5.98e-12 1432-1443 


~1820 — 


1PB003842A 


Vacuolating cytotoxin 


7.27 9.28e-09 100-146 


1821 


IPB000276D 


Rhodopsin-like GPCR superfamily 


9.40 9.65e-09 405-421 


1821 


PR00245D 


Olfactory receptor signature IV 


9.34 1.53e-13 359-368 


1821 


PR00245E 


Olfactory receptor signature V 


8.96 6.88e-13 406-417 


1822 


IPB003861B 


E4 protein 


9.06 1.00e-08 34-48 


1822 


PR00494E 


Fanconi anaemia group C protein signature 
V 


10.42 8.26e-09 621-640 


1822 


PR01039A 


Tryptophanyl-tRNA synthetase signature I 


14.70 9.59e-09 200-216 



* Results include in order: accession number subtype; raw score; p-value; position of signature in 
amino acid sequence 
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ID 
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Repeats 


Position 


912 


MIF 


Macrophage migration 
inhibitory factor (MIF) 








124-227 


912 


GST_C 


Glutathione S-transferase, 
C-terminal domain 


6.2e-25 


92.6 


2 


1-45:410-525 


912 


GST_N 


Glutathione S-transferase, 
N-terminal domain 


1.4e-16 


62.5 


1 


324-400 


913 


tsp_l 


Thrombospondin type 1 
domain 


2.9e-23 


90.7 




124-174:181-231 


913 


EGF 


EGF-like domain 


1.6e-20 




81.6 

— — — — 


7 




474-508:514- 
553:559-591:597- 
ojj.oyz- /zu.isuz- 
836'842-882 


914 


MIF 


: : 

Macrophage migration 
inhibitory factor (MIF) 




• 




2-101 


915 


MIF 


Macrophage migration 
inhibitory factor (MIF) 


6.1e-68 


239.1 


1 


2-129 


916 


trypsin 


Trypsin 


3.8e-99 


314.8 


1 


445-675 


916 


kringle 


Kringle domain 


4.2e-45 


163.3 


1 


286-367 


916 


fn2 


Fibronectin type II domain 


4.5e-35 


94.9 


1 


108-148 


916 


EGF 


EGF-like domain 


6.2e-15 


63.0 


2 


164-197:245-278 


916 


fhl 


Fibronectin type I domain 


5.2e-ll 


45.0 


1 




917 


laminin_EGF 


Laminin EGF-like 
(Domains III and V) 


2.3e-158 


539.5 


12 


282-346:349- 

409:412-469:472- 

520:523-565:786- 

831:834-877:880- 

925:928-984:987- 

1036:1039- 

1094:1095-1139 


917 


laminin_Nterm 


Laminin N-terminal 
(Domain VI) 


5.9c-105 


362.1 


1 


45-280 


918 


EGF 


EGF-like domain 


3.2e-53 


190.2 


9 


33-68:74-110:116- 
151:161-197:208- 
243:247-282:288- 
323:329-362:368- 


918 


CUB 


CUB domain 


l.le-16 


68.8 


1 


708-817 


919 


Parathyroid 


Parathyroid hormone family 


3.1e-82 


286.6 


1 


46-1 75 


920 


EGF 


EGF-like domain 


2.2e-22 


87.8 




2-36:47-82:88- 
122:128-163:232- 
263:276-306:31 9- 
349:353-394:407- 


921 


IL8 


Small cytokines 
(intecrine/chemokine), inter 


2.7e-09 


35.4 


1 


25-65 

— — — 


922 


Zn carbOpept 


Zinc carboxypeptidase 








149-429 


922 


Propep_M14 


Carboxypeptidase activation 
peptide 


5.6e-20 


79.8 


1 




7-84 




fibrinogen C 


Fibrinogen beta and gamma 
chains, C-term 


- ge 6? 






"62 248 


927 


FKBP 


FKBP-type peptidyl-prolyl 
cis-trans isomeras 


1.3e-44 


149.6 


2 


40-111:112-122 


930 


FAD binding 4 


FAD binding domain 


6.5e-89 


308.8 


2 


11-176:186-381 


930 


FAD-oxidase_C 


FAD linked oxidases, C- 
terminal domain 


2.6e-63 


223.8 


1 


383-647 


933 


Fringe 


Fringe-like 


1.4e-06 


-12.8 


1 


262-487 
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Position 


937 


14-3-3 


14-3-3 protein 


l.le-124 


427.6 


1 


58-282 


938 


S_100 


S-100/ICaBP type calcium 
binding domain 


3.6e-23 


90.4 


1 


65-108 


938 


efhand 


EF hand 










940 


ig 


Immunoglobulin domain 


1.2e-33 


113.5 


5 


38-105:139- 

206'241-293:326- 

377'412-487 


941 


LRR 


Leucine Rich Repeat 


3.6e-30 


113.7 


8 


42-63:64-87:88- 
112: 1 13-136:137- 
160:161-184:185- 
208:209-232 




LRRCT 


; — ■ 

Leucine rich repeat C- 
terminal domain 


t 2e Q7 




1 


242-292 


943 


AMP-binding 


AMP-binding enzyme 


\' 2 V}? — 






82-159 


944 


serpin 


Serpin (serine protease 
im^'!^ 






~T 


173-532 


— 


— — — — 




ge 44 


159.0 




31-163 


-||? 


PYV E 


FYVE zincfinger 


t 6e lg 


70.7 


1 


529-576 


950 


lectin c 


Lectin C-type domain 


2.4e-08 


41.1 




130-234 


952 


Glyco_transf_8 


Glycosyl transferase family 


0.01 


-47.7 


l 


1255-1526 


953 


TPR 


TPR Domain 


0.0044 


23.7 


l 


171-204 


956 


Branch 


Core-2/I-Branching enzyme 


l'le~15 2 — 






74-306 


957 




Fibronectin type III domain 






-J 


30-108 


958 


PeptidaseMlO 


Matrixin 


5.9e-121 


415.2 


i 


58-225 


958 


hemopexin 


Hemopexin 








305-^47-349- 
393:398-445:447- 


962 


cliromo 


'chromo' (CHRromatin 
Organization Modifier) 


5.5e-09 


35.7 


l 


64-84 


_964 


ig 


Immunoglobulin domain 


Se 

6 " 


~22 6 — 





34-115 


967 


7tm_l 


7 transmembrane receptor 


' S " 


"seTo — 


2 


41-154:161-237 


968 


adh_zinc 


Zinc-binding 

dehydrogenases 


7.4e-60 


212.3 


1 


179-495 


970 


n — i 

El_dehydrog 


Dehydrogenase El 
component 


"n — m — 




-j 


129-425 


_971 


ig 


hrmiunogiobulin domain 


9 3e n — 
• e " — 


— 


1 


45-122 






pj' nC ? n ^ er 






1 


279-331 


"PI 


^^ IZ 


SAP domain 


7 ' 4 e" 06 — 


~32§ — 




2-36 


975 


WD40 


WD domain, G-beta repeat 


5e-08 


40.1 


3 


234-270:447- 
483:491-528 


977 


An peroxidase 


Animal haem peroxidase 


5.6e-140 


478.4 


1 


137-701 


978 


Defensin_propep 


Defensin propeptide 


1.9e-17 


71.4 


1 


32-82 


978 


defensins 


Mammalian defensin 


8.6e-05 


23.3 




95-123 


981 


ig 


Immunoglobulin domain 


3.6e-06 


24.9 




49-130 


982 


ig 


Immunoglobulin domain 


1.2e-09 


36.1 


1 


36-112 






domain 






1 


151-206 


987 


LRR 


Leucine Rich Repeat 


l.le-58 


208.4 


12 


78-101:102- 

125:126-149:150- 

173:174-197:198- 

221:222-245:246- 

269:270-293:294- 

317:318-341:342- 
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365 


988 


fer4_NifH 


4Fe-4S iron sulfur cluster 
binding proteins 










988 


ParA 


ParA family ATPase 




y|| - 


-j 


177-283 


989 


vwd 


von Willebrand factor type 
D domain 










989 


vwc 


von Willebrand factor type 
C domain 







— 


50-105:108- 

163:166-224:238- 

289:301-357 


989 


TIL 


Trypsin Inhibitor like 
cysteine rich domain 




"326 — 


— 


629-682 


992 


ig 


Immunoglobulin domain 


9fe 17 


"590 — 




34-111:150-220 


994 


ig 


Immunoglobulin domain 


1.6e-28 


97.0 


3 


43-110:143- 
197:230-291 


995 


SCP 


SCP-like extracellular 
protein 


4.7e-41 


149.8 


1 


4-173 


996 


ig 


Immunoglobulin domain 


8.9e-06 


23.7 


2 


73-123:153-206 


999 


RNase PH 


3' exoribonuclease family 


1.5e-28 


108.3 


1 


264-469 


1000 


ig 


Immunoglobulin domain 


2.6e-05 


22.2 


1 


38-102 


1002 


zf-C2H2 


Zinc finger, C2H2 type 


7.6e-54 


192.3 


7 


183-205:211- 
233:239-261:267- 
289:295-317:323- 
345:351-373 


1003 


zf-C2H2 


Zinc finger, C2H2 type 


2.1e-114 


393.5 


16 


260-282:297- 

319:325-347:353- 

375:381-403:409- 

43 1:437-459:465- 

487:493-515:521- 

543:549-571:577- 

599:605-627:633- 

655 , 661-683'689- 

711 


1007 


LIM 


LIM domain 


1.5e-37 


138.2 


3 


507:510-576 


1010 


zf-C2H2 


Zinc finger, C2H2 type 


4.2e-06 


33.7 


3 


2-24:29-52:154- 
177 


1011 


60s_ribosomal 


60s Acidic ribosomal 
protein 


l.le-28 


94.4 


2 


1-22:25-89 


1012 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


1.3e-24 


95.2 


1 

— 


9-213 


1016 


Anti_proliferat 


BTG1 family 








lt 253 


1017 


zf-C2H2 


Zinc finger, C2H2 type 


9.3e-71 


248.5 


11 


147-169:213- 

231:269-291:325- 

347:353-375:381- 

403:409-431:437- 

459:465-487:493- 

515:521-543 


1017 


KRAB 


KRAB box 


1.7e-21 


84.8 


1 


42-122 






LIM domain 






4 


78-136:139- 

197:200-256:259- 

318 


1024 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-53 


190.2 


10 


156-183:184- 

206:212-234:240- 

262:268-290:296- 

318:324-346:352- 

374:380-402:408- 
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Repeats 


Position 
















1024 


KRAB 


KRAB box 


2.1e-42 


154.3 


i 


15-77 


1025 


RAG2 


Recombination activating 
protein 2 




2 






1026 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


3.7e-09 


33.9 


i 


16-54 


1029 


Keratin_B2 


Keratin, high sulfur B2 
protein 


3.8e-06 


16.4 


2 


5-149:150-281 


1031 


pro_isomerase 


Cyclophilin type peptidyl- 
prolyl cis-tr 


1.5e-106 


367.4 


1 


5-165 


1035 


zf-C2H2 


Zinc finger, C2H2 type 


9.9e-114 


391.2 


17 


100-122:132- 

154: 160-182: 188- 

210:216-238:244- 

266:272-294:300- 

322:328-350:356- 

378*384-406*41^- 

434:440-462:468- 

490:496-518:524- 

546:552-574 


~T035 


KRAB 


JM\AD DOX 


2 3e 16 


~67~8 — 


— 




1038 


Sulfate transp 


Sulfate transporter family 


4.3e-103 


355.9 


2 


2-284:441-751 


J038 


STAS , 


STAS domain 




~5rn! — 




55 4 126 7 


1039 


ubiquitin 


Ubiquitin family 


| 2 gQ 




— 








ig 


Immunoglobulin domain 








oz-izy.ioj- 

229:264-316:349- 

400:433-501 




UPAR LY6 


u-PAR/Ly-6 domain 










1047 


MHC_I 


Class I Histocompatibility 
antigen, domains 


3.2e-147 


502.5 


1 


25-203 


1047 


ig 


Immunoglobulin domain 


0.057 


11.4 


1 


220-285 


1050 


ig 


Immunoglobulin domain 


2.3e-09 


35.2 


— 


38 " 110 


1051 


PMP22_Claudin 


PMP- 

22/EMP/MP20/ CI audin 
family 


0.0019 


-4.7 


1 


4-194 






Scavenger receptor 
cysteine-rich domain 












P2X_receptor 


ATP P2X receptor 




9 








zona pellucida 


Zona pellucida-like domain 










1057 


trefoil 


Trefoil (P-type) domain 


0.02 


9.1 


1 


224-262 


1058 


Aa_trans 


Transmembrane amino acid 
transporter protein 










1059 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 










1060 


Na_sulph_symp 


Sodium: sulfate symporter 
transmembrane 


1.2e-143 


490.7 




16-554 


1064 


ERG4_ERG24 


Ergosterol biosynthesis 
tiJt\\j4/ iiisAjzh iamiiy 


l.le-103 


357.8 


1 


7-350 


1066 


ig 


Immunoglobulin domain 


4.7e-16 


56.8 




42-95:135- 
192:231-288 


1067 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.3e-33 


108.1 




28-266 


1069 


pldnase 


Protein kinase domain 


4.9e-68 


239.4 




298-578 


1069 


Activin_recp 


Activin types I and II 
receptor domain 


1.6e-27 


104.8 




20-107 
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PMP22_Claudin 


22/EMP/MP20/Claudin 


0.00018 






3-177 


1071 


MHC_I 


Class I Histocompatibility 
antigen, domains 


4.4e-14 


55.1 


1 


24-196 


1071 


ig 


Immunoglobulin domain 


2.8e-07 


28.5 


1 


218-284 


1073 


sugarjr 


Sugar (and other) 
transporter 


0.028 


126.7 




48-528 


1074 


sugarjr 


Sugar (and other) 
transporter 


0.028 


126.7 


1 


136-616 


1075 


ank 


Ank repeat 


1.7e-45 


164.6 


6 


31-63:64-96:97- 
129:130-162:163- 
195:196-228 


1076 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


5.6e-12 


40.2 


1 


178-349 


1077 


sugar_tr 


Sugar (and other) 
transporter 


0.0032 


100.1 


1 


46-470 


1079 


G_glu_transpept 


Gamma- 

glutamyltranspeptidase 


2.8e-05 


144.9 


1 


122-500 


1080 


TPR 


TPR Domain 


2.3e-19 


77.8 


5 


28-61:68-101:108- 
141:148-181:188- 
221 


1081 


ACAT 


Sterol O-acyltransferase 


1.9e-32 


121.3 


1 


300-406 


1082 


WD40 


WD domain, G-beta repeat 


2.3e-16 


67.8 


7 


1015-1050:1059- 

1097:1115- 

1151:1158- 

1194:1203- 

1240:1246- 

1281:1293-1329 


~1083 


; 

pkinasc 


■ — 7~ i 1 = 

Protein kinase domain 


49 57 






248-492:537-564 


1083 


Activin_recp 


Activin types I and II 
receptor domain 


3.1e-36 


133. S 


1 


26-127 


1084 


pkinase 


Protein kinase domain 


4.9e-57 


202.9 




310-554:599-626 




Activinrecp 


Activin types I and II 
receptor domain 


3.1e-36 


133.8 




26-127 


1086 


C2 ..... 


C2 domain 


1.7e-06 


35.0 


1 


233-316 




Cache 


Cache domain 


1.5e-25 


96.2 




557-650:960-985 


1088 


Glyco_hydro_31 


Glycosyl hydrolases family 
31 


4.9e-26S 


903.8 




1-92:114-636 




HMG_box 


HMG (high mobility group) 
box 


3.8e-32 


120.2 




681-749 




serpin 


Serpin (serine protease 
inhibitor) 


3.1e-195 


662.0 




315-683 


J 092 


trypsin 


Trypsin 


0.0044 


12.4 


1 


406-526 


1094 


Aa_trans 


Transmembrane amino acid 
transporter protein 


0.0042 


-25.4 


1 


141-551 


1097 


ATP-synt C 


ATP synthase subunit C 


3.3e-18 


73.9 


1 


72-140 






Aconitase family (aconitate 
hydratase) 








162-241:321-744 


1098 


Aconitase_C 


Aconitase C-terminal 
domain 


8.9e-72 


251.9 




872-1043 


1103 


PAP2 


PAP2 superfamily 


6.3e-15 


63.0 




89-236 


1104 


ig 


Immunoglobulin domain 


1.4e-20 


71.3 




80-148:183-251 


1106 


TCTP 


Translationally controlled 
tumor protein 


3.5e-93 


323.0 




1-166 



Table 4A 
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SEQ 
ID 


Model 
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E-value 


Score 


Repeats 


Position 


1109 


efhand 


EF hand 


1.2e-13 


58.8 


3 


33-61:102- 
130:138-166 


1110 


ATP1G1_PLM_ 
MAT8 


ATP1G1/PLM/MAT8 
family 


1.8e-13 


58.2 


1 


92-146 


1112 


ldl_recept_a 


Low-density lipoprotein 
receptor domain 


0.00073 


26.3 


1 


115-153 


1112 


CUB 


CUB domain 


0.002 


-3.5 


1 


9-109 


1115 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.9e-21 


69.3 


1 


139-317 


1116 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.4c-24 


80.3 


3 

— — 


2-28:114-275:348- 


1119 


tsp_l 


Thrombospondin type 1 
domain 


4.5e-38 






364:571-626:631- 

696'707-761'841- 

889*970- 

1021:1099- 

1148:1219- 

1269:1342-1398 


1120 


HMG14 17 


HMG14 and HMG17 


1.3e-34 


128.4 


1 


2-86 


1125 


ig 


Immunoglobulin domain 








84-153:185- 
255:292-347 


1127 


ig 


Immunoglobulin domain 


g 


"Hrf — 


-i 




1131 


C2 


C2 domain 








167-257:667-750 


1133 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


6.9e-29 


93.9 


1 


104-352 


1134 


MIP 


Major intrinsic protein 


3.9e-40 


125.5 


3 


80-189:197- 
252-308-325 


1136 


sugar_tr 


Sugar (and other) 
transporter 


0.024 




1 


23-504 


1137 


ATP-synt C 


ATP synthase subunit C 


3.3e-35 


130.4 


2 


14-79:90-155 


1138 


DHDPS 


Dihydrodipicolinate 
synthetase family 


4.4e-32 


120.0 


1 

— 


34-325 


1139 


SSF 


Sodium: solute symporter 
family 


^ 5e 4g 






50-461:569-953 


1143 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 










1145 


PID 


Phosphotyrosine interaction 
domain (PTB/PID) 








488-627:661-782 


1145 


WW 


WW domain 


^•^ e "^ 




-\ 




1148 


C2 


C2 domain 


• e " 




— 


S7-165:240-320 


1152 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 




— — 
99. 




161-410 


1153 


WD40 


WD domain, G-beta repeat 


~0013 


~221 — 





26-62:71-109:236- 
271:430-467 


1155 


aa_permeases 


Amino acid permease 


5.6e-06 


179.9 


1 


193-613 


1158 


dUTPase 


dUTPase 


5.1e-29 


109.8 


1 


46-167 










88.8 


I 


2-56 


1158 


rvp 


Retroviral aspartyl protease 


2.1e-22 


85.1 


1 


179-280 


1158 


G-patch 


G-patch domain 


0.00095 


25.9 


1 


285-329 


1160 


laminin_EGF 


Laminin EGF-like 
(Domains III and V) 


9.5e-132 


451.1 


14 


299-353:356- 

423:426-466:490- 

532:535-578:584- 

627:630-680:683- 

727:1265- 
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Position 














1308:1311- 

1401:1404- 
1452:1686- 
1730:1733-1786 


1160 


laminin_Nterm 


Laminin N-terminal 
(Domain VI) 










1160 


laminm_G 


Laminin G domain 


6.1e-31 


116.2 


3 


2625-2748:3015- 
3138:3185-3313 


1160 


laminin B 


Laminin B (Domain IV) 


l.le-09 


45.6 


1 


1517-1651 


1161 


EGF 


EGF-like domain 


2.2e-26 


101.1 


5 


Zy-J /.OU-oo. J.U4- 

140' 147- 1 78 - 1 85- 
216 




interferon 


Interferon alpha/beta 
domain 










_U63 — 


JL1 


Interleukin-1 / 18 


^ e ~?l 




— 


l^l™ 


1164 


PDGF 


Platelet-derived growth 
factor (PDGF) 




184.4 






1165 


IL1 


Interleukin-l / 18 


3.7e-23 


90.4 


1 


11-144 


1167 


Palm_thioest 


Palmitoyl protein 
thioesterase 












serpin 


Serpin (serine protease 
inhibitor) 


1.6e-202 










Defensin propep 


Defensin propeptide 










1170 


defensins 


Mammalian defensin 


7.3e-14 


59.5 


1 


103-131 


1172 


Y phosphatase 


Protein-tyrosine 
phosphatase 


1.8e-110 


380.4 




271-49° 


1179 


Metallophos 


Calcmeurin-like 
phosphoesterase 


l.le-11 


52.3 


1 


70-285 


1184 


MHC_I 


Class I Histocompatibility 
antigen, domains 


6.2e-06 


-5.9 


1 


29-205 


1187 


PLA2_B 


Lysophospholipase catalytic 
domain 


8.3e-53 


188.9 


1 

— 




357-800 




— — — 

ttIs — 


— 


C2 domain 





"rTi — 
• 


— 


' " 


1189 


— 

hpocahn 


Lipocalin / cytosolic fatty- 




.0 






Tl89 — 


Kunitz BPTI 


Kunite/Bovine pancreatic 

trypsin inhibito 


4 7e 2 ^ 


~900 — 




231-273:274-319 


1190 


is 


Immunoglobulin domain 


4e-07 


37.1 




38-116 


1191 


ig 


Immunoglobulin domain 


4e-07 


37.1 




38-116 


1200 


zf-DHHC 


DHHC zinc finger domain 


3.7e-15 


63.8 




87-149 


1201 


KRAB 


KRAB box 


6.6e-22 


86.2 




33-73 


1202 


KRAB 


KRAB box 


6.6e-22 


86.2 




33-73 


1204 


trypsin 


Trypsin 


3e-31 


117.2 




56-239 


1212 


LRR 


Leucine Rich Repeat 


2.5e-54 


193.9 


15 


73-96:97-122:123- 
149:150-175:176- 
195:197-220:221- 
246 # 247-270'292- 
317:318-337:339- 
362:363-388:389- 
408:410-433:434- 
459 


1213 


Zn carbOpept 


Zinc carboxypeptidase 


4.3e-62 


219.7 


1 


50-288 


1221 


Clq 


Clq domain 


3.4e-41 


150.3 


1 


134-258 


1221 


Collagen 


Collagen triple helix repeat 


2.6e-10 


47.7 


1 


41-100 
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— 




— — — 

(20 copies) 










1223 


pldnase 


Protein kinase domain 


9e-75 


261.8 


1 


158-417 


1223 




SH3 domain 








423-478 


1223 


UBA 


UBA/TS-N domain 


0.037 


20.6 




987-1026 


1224 




von Willebrand factor type 
A domain 


1.2e-05 


29.0 




51-242 


1225 


abhydrolase 


alpha/beta hydrolase fold 


3.7e-12 


53.8 




111-390 


1227 


lectin c 


Lectin C-type domain 


9.6e-29 


108.9 


- 


54-166 


1237 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


1.5e-09 


-1.3 




242-385 


1257 


LRR 


Leucine Rich Repeat 


9e-65 


228.6 


14 


78-101:102- 

125:126-149:150- 

173:174-197:198- 

221:222-245:246- 

269:270-293:294- 

317:318-341:342- 

365:366-389:390- 


1257 


LRRCT 


Leucine rich repeat C- 
terminal domain 


0.011 


22.3 


1 


423-475 


1263 


Pep_M12B_prop 
ep 


Reprolysin family 
propeptide 


1.8e-28 


108.1 


1 


75-191 


1263 


disintegrin 


Disintegrin 


2.7e-ll 


51.0 


1 


419-494 


1263 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


7.3e-07 


-22.2 




206-402 


1266 


Clusterin 


Clusterin 


2.3e-298 


1004. 
^ ^ 


1 


2-394 


1267 


serpin 


Scrpin (serine protease 
inhibitor) 








gQ 






Serpin (serine protease 
inhibitor) 










1269 


COX6C 


Cytochrome c oxidase 
subunit Vic 


2.3e-38 


140.9 




1-75 


1273 


Rhodanese 


Rhodanese-like domain 


1.5e-48 


174.7 




16-138:165-266 


1274 


trypsin 


Trypsin 


2.9e-80 


280.1 


1 


121-346 


1279 


Calpainlll 


Calpain large subunit, 
domain III 


1.5e-25 


98.3 






1287 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-66 


233.0 


9 


173-195:201- 

223:229-251:257- 

279:285-307:313- 

335:341-363:369- 

391:397-419 


1287 


KRAB 


KRAB box 


4.9e-23 


90.0 


1 


14-54 


1294 




von Willebrand factor type 
C domain 


1.3e-09 


45.4 






1295 


zf-C2H2 


Zinc finger, C2H2 type 


5e-50 


179.6 


8 


263-285:319- 
341:347-369:375- 
397:403-425:431- 
453 '459-48 1 '487- 
510 


1295 


KRAB 


KRAB box 


8.9e-26 


99.1 


1 


8-48 


1296 


zf-C2H2 


Zinc finger, C2H2 type 


3.2e-113 


389.6 


13 


190-212:218- 

240:246-268:274- 

296:302-324:330- 

352:358-380:386- 

408:414-436:442- 
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464:470-492:498- 
520' 526-548 


1296 


KRAB 


KRAB box 


6.7e-28 


106.1 


1 


14-54 


1299 


hemopexin 


Hemopexin 


7e-25 


96.1 


4 

— 


279-322:324- 
367:369-415:417- 


1299 


Peptidase M10 


Matrixin 


84e ^ 


~58 8 — 




TT76 


1305 


DUF25 


Domain of unknown 
function DUF25 


5.3e-76 


265.9 




40-162 


1307 


kazal 


Kazal-type serine protease 
inhibitor domain 


1.3e-12 


55.3 


1 


21-68 


1309 


Defensin propep 


Defensin propeptide 


1.2e-26 








1309 


defensins 


Mammalian defensin 


7.3e-14 


59.5 


1 


139-167 


1312 


ras 


Ras family 


2.7e-59 


210.4 






1314 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-51 


185.1 


8 


163-185:191- 

ill, oiQ 7A1 -7A7- 

•269:215-291 ':303- 
381 


1315 


Keratin_B2 


Keratin, high sulfur B2 
protein 


0.0035 


-30.0 


1 


13-154 


1316 


Keratin_B2 


Keratin, high sulfur B2 
protein 


3.6e-15 


63.8 






1317 


Keratin_B2 


Keratin, high sulfur B2 
protein 


8.2e-20 


79.2 


2 


Oft 1£1-1£A 90^ 
ZU- IOj . 1 OtZ"j 


1319 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-52 


187.1 


7 


33-55:61-83:89- 

111.117 1 1Q- 1 A^- 
111.11 f-ijy. I'rJ- 

167:173-195:201- 
223 


1321 


Keratin_B2 


Keratin, high sulfur B2 
protein 


0.00014 


-8.3 


1 

— 


23-193 


1331 


ig 


Immunoglobulin domain 


9.7e-06 






~2All 


1332 


Kunitz_BPTI 


Kunitz/Bovine pancreatic 
trypsin inhibito 


2.2e-18 


74.5 


1 


76-126 


1333 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-55 


196.3 


7 


199-221:227- 

7/1Q-7*;^ 777*?S?^- 

305:311-333:339- 
361:367-389 


1333 


KRAB 


KRAB box 


5.8e-24 








1336 




von Willebrand factor type 
A domain 


0.0038 


-8.1 


1 


32-193 


1337 


vwa 


von Willebrand factor type 
A domain 


0.0038 


-8.1 




32-193 




1339 


PMP22_Claudin 


PMP- 

22/EMP/MP20/Claudin 
family 


0.0088 


-16.3 






1340 


PMP22_Claudin 


PMP- 

22/EMP/MP20/Claudin 
family 


0.0019 


-4.7 


1 


4-194 


1343 


iff 


Immunoglobulin domain 


1.5e-13 


58.5 


2 


81-158:204-278 


1347 




Immunoglobulin domain 


1.2e-07 


38.9 


2 


168-226:276-330 


1348 


ig 


Immunoglobulin domain 


1.5e-18 


75.1 


3 


157-217:269- 
325:373-427 


1353 


LRR 


Leucine Rich Repeat 


2e-39 


144.4 


9 


120-143:144- 
167:168-191:192- 



Table 4A 
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SEQ 
ID 
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Score 


Repeats 


Position 














215:216-239:240- 
263:264-287:311- 
334:335-358 


1353 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0066 


23.1 


1 


92-119 


1356 


ig 


Immunoglobulin domain 


2.1e-17 


71.3 


3 


37-106:138- 
208:245-300 


1357 


CD36 


CD36 family 


3.9e-231 


781.3 


\ 


5-445 


1358 


DUF139 


Cysteine rich repeat 
(DUF139) 


1.2e-08 


42.2 




195-211:245- 

261:288-304:316- 

332 


1359 


ig 


Immunoglobulin domain 


1.6e-06 


35.1 




41-124:156-230 


1359 


Gag_MA 


Matrix protein (MA), pi 5 


0.0044 


-25.2 


1 


291-429 


1360 


ion trans 


Ion transport protein 


0.0031 


24.2 


1 


285-445 


1363 


spectrin 


Spectrin repeat 


9.5e-22 


85.7 




17-121:124- 
226:229-340:372- 
476:678-785:788- 
896 


1366 


Clq 


Clq domain 


2.1e-31 


117.8 


1 


266-390 


1366 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.00029 


19.8 


1 


182-241 


1367 


rnaseA 


Pancreatic ribonuclease 


l.le-34 


128.7 


1 


27-132 


1368 


3HCDH.N 


3-hydroxyacyl-CoA 
dehydrogenase, NAD 
binding 


0.0021 


-60.2 


1 


50-141 


1371 


voltage CLC 


V oltage gated chloride 
channel 


3.1e-199 


675.3 


1 


92-528 


1371 


CBS 


CBS domain 


1.2e-24 


95.4 




559-617:761-814 


1375 


Peptidase_Cl 


Papain family cysteine 
protease 


le-120 


414.5 


1 


114-332 


1376 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.6e-50 


1S0.6 


1 


48-454 


1378 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


4.9e-09 


32.5 


1 


250-500 


1380 


MAGE 


MAGE family 


1.4e-91 


317.7 


1 


3-231 


1381 


ion trans 


Ion transport protein 


0.066 


16.8 




158-323 


1382 


ig 


Immunoglobulin domain 


7e-12 


52.9 




37-128 160-241 


1385 


MHC_I 


Class I Histocompatibility 
antigen, domains 


9.3e-06 


-S.4 




29-204 


1388 


pro_isomerase 


Cyclophilin type peptidyl- 
prolyl cis-tr 


7e-88 


305.4 


1 


45-184 


1390 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


5.3e-06 


21.2 


1 


1-210 


1393 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.6e-12 


55.0 


1 


99-329 


1397 


fh3 


Fibronectin type III domain 


4.7e-78 


272.7 


5 


533-619:631- 

717:734-833:854- 

939:951-1039 


1397 


ig 


Immunoglobulin domain 


3.7e-42 


153.5 


5 


154-227:261- 

318:362-418:453- 

511:1253-1316 


1404 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 


1409 


ig 


Immunoglobulin domain 


8.1e-30 


112.5 


3 


142-199:263- 
321:359-438 


1414 


mito carr 


Mitochondrial carrier 


3.5e-64 


226.7 


3 


40-130:137- 
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protein 








227:238-322 


1416 


ig 


Immunoglobulin domain 








57-112 


1417 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


6.6e-06 


33.1 




27-67 


1418 


Synaptophysin 


Synaptophysin / 
synaptoporin 


93e _ 73 






27-273 


1419 


PMP22_Claudin 


PMP- 

22/EMP/MP20/Claudin 
family 


5.2e-18 


73.3 




4-165 


1421 


Ammonium_tran 
sp 


Ammonium Transporter 
Family 


- ^ — 


"726 — 




25-383 


1423 


rnaseA 


Pancreatic ribonuclease 


4,le "^ 






32-136 


1427 


LRR 


Leucine Rich Repeat 


4.5e-26 






3-26:27-50:51- 
74:76-99:100- 
123:124-144 


1427 


fn3 


Fibronectin type III domain 


2.7e-08 


41.0 




334-417 


1427 


ig 


Immunoglobulin domain 


2.4e-07 


37.9 




225-283 


1427 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.2e-06 


32.9 




164-209 


1428 


GRAM 


GRAM domain 


1)067 


"b! — 




177-245 


1435 


Rhomboid 


Rhomboid family 


1.5e-45 


164.8 




169-326 


1437 


Sema 


Sema domain 









102-513 


1437 


tsp_l 


Thrombospondin type 1 
domain 








589-637:644- 
695:702-746:833- 
883:890-940:945- 
985 


1437 


PSI 


Plexin repeat 


2.5e-14 


61.0 




531-578 


1438 


ank 


Ankyrin repeat 


2e-15 


64.7 




336-368:383- 
418:468-498 


1438 


ion trans 


Ion transport protein 


9.4c-07 


35.9 




615-817 


1439 


ank 


Ankyrin repeat 








417-449:464- 
499:549-579 


1439 


ion trans 


Ion transport protein 








696-898 


1442 


LRR 


Leucine Rich Repeat 


3.2e-20 


80.6 




57-80:81-104:105- 
128:129-152:153- 
176 


1442 


LRRCT 


Leucine rich repeat C- 
terminal domain 








186-240 


1442 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00013 


28.8 




27-55 


1443 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


7.2e-23 


89.4 




166-476 


1443 


HMG_box 


HMG (high mobility group) 
box 


3.1e-05 


30.8 




3-76 


1443 


GPS 


Latrophilin/CL-l-like GPS 
domain 


0.0066 


19.1 




110-162 


1444 


DUF214 


Predicted permease 












mito_carr 


protein 


8.4e-58 


205.5 


2 


27-123:124-217 


1454 


mito_carr 


Mitochondrial carrier 
protein 


0.00049 


22.3 


2 


79-179:198-287 


1455 


WD40 


WD domain, G-beta repeat 


2.7e-26 


100.8 


4 


64-99:105- 

141:235-273:279- 

315 


1456 


Furin-like 


Furin-like cysteine rich 


6.1e-89 


308.9 


1 


172-328 
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region 










1456 


Recep L domain 


Receptor L domain 


TTellb- 


280.0 


2 


46-169:345-471 


1456 


pkinase 


Protein kinase domain 


7e-65 


229.0 


1 


986-1258 


1462 


Peptidase M10 


Matrixin 


1 4e ^1 






62-227 


1462 


hemopexin 


Hemopexin 






1 


309-350 


1463 


Armadillo_seg 


Armadillo/beta-catenin-like 
repeat 


0.028 


21.0 


4 


549-591:641- 

685:686-737:738- 

783 


1466 


C2 


C2 domain 


^ 

' ^ 


^364 — 
; 


-J 


219-304 


1468 


RTC 


RNA 3 '-terminal phosphate 
cyclase 




123.2 


1 


3-221 


1476 


CN hydrolase 


Carbon-nitrogen hydrolase 


0.0014 


-83.3 


1 


64-341 


1477 


zf-C2H2 


Zinc finger, C2H2 type 


4.2e-06 


33.7 


3 


267-289:294- 
317:419-442 


1478 


Euk porin 


Eukaryotic porin 


3.3e-06 


-42.1 


1 


1-142 


1484 


BTB 


BTB/POZ domain 


H 6 "^ — 




-| 


52-194 


1487 


rvt 


Reverse transcriptase 








241-507 


1489 


Galactosyl T 2 


Galactosyltransferase 


" e " 17 ,. — 
' e " 




-j 


97-404 


1491 


GBPC 


Guanylate-binding protein, 
C-terminal domain 


' 6 " 




-j 


23-125 


1493 


NUDIX 


MutT-like domain 


1S 


23.5 




297-439 


1496 


Big_2 


Bacterial Ig-like domain 
(group 2) 


4 ' 5e 16 


66.8 


1 


1177-1258 


1497 


is 


Immunoglobulin domain 








38-112 


1498 


aldo ket red 


Aldo/keto reductase family 


6.8e-37 


126.5 


2 


207-237:245-359 


1502 


Caveolin 


Caveolin 


1.6e-06 


13.3 




90-262 


1504 


sushi 


Sushi domain (SCR repeat) 


8.2e-16 


66.0 




223-281:286-344 


1511 


zf-C2H2 


Zinc Finger, C2H2 type 


l.le-16 


68.9 


2 


341-363:369-391 


1511 


KRAB 


KRAB box 


6e-05 


22.1 


1 


231-275 


1516 


CBS 


CBS domain 


2.8e-33 


124.0 


3 


189-243:264- 
317:336-389 


1517 


zf-C2H2 


Zinc finger, C2H2 type 


2.1e-128 


440.0 


18 


279-301:307- 

329:335-357:363- 

385:391-413:419- 

44 1 '447-469'475- 

497 503-525" 868- 

890 '896-91 8:924- 

946:952-974:980- 

1002:1008- 

1030:1036- 

1058:1064- 

1086:1092-1114 


1517 


KRAB 


KRAB box 


5.3e-69 


242.7 


2 


74-136:684-735 


1518 


ifi 


Immunoglobulin domain 


}'| e "^ — 




-| 




1521 


CoA trans 


Coenzyme A transferase 






— 


42-261:271-472 


1521 


TGF-beta 


Transforming growth factor 
beta like domain 


6 8 64 — 


2257 










Reprolysin (M12B) family 
zinc metallo 


4.4e-95 


329.3 


1 


223-422 


1523 


Pep_M12B_prop 
ep 


Reprolysin family 
propeptide 


6.7e-30 


112.8 


1 


121-234 


1523 


disintegrin 


Disintegrin 


l.le-18 


59.5 


1 


437-513 


1523 


EGF 


EGF-like domain 


0.0092 


22.6 


1 


661-693 


1524 


DSPc 


Dual specificity 
phosphatase, catalytic doma 


3.6e-71 


249.9 


1 


102-241 
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1525 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


- ^ — 


"466 — 




1-53 


1527 


Spermine_synth 


Spermine/spermidine 
synthase 


6e-13 








1528 


efhand 


EF hand 








173:329-357:365- 
^ 3 „ 5 


1530 


rvt 


Reverse transcriptase 


^ e J 68 Q9 






161 " 343 


1531 


RPH3A_effector 


Rabphilin-3A effector 
domain 










1533 


TPR 


TPR Domain 








220-253:444- 
477:478-511 


1534 


SAM 


SAM domain (Sterile alpha 
motif) 


0.046 


18.0 




688-752 


1538 


pkinase 


Protein kinase domain 


7.2e-42 


152.5 




42-76:82-242 


1540 


zf-C2H2 


Zinc finger, C2H2 type 


0.00035 








1541 


COLFI 


Fibrillar collagen C-terminal 
domain 


8.5e-216 


553.4 




624-841 


1542 


EGF 


EGF-like domain 


2.6e-ll 


51.0 




916-947:1004- 
1044:1050-1094 


1543 


ig 


Immunoglobulin domain 


1.3e-12 


45.7 




38-112 


1544 


UCH-1 


Ubiquitin carboxyl-terminal 
hydrolases famil 


9.1e-15 


62.5 




477-508 


1544 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


6.4e-13 


56.3 




759-811 


1544 


zf-UBP 


Zn-finger in ubiquitin- 
hydrolases and other 


0.00069 


18.9 


— 


350-420 


1546 


LRR 


Leucine Rich Repeat 


2.4e-30 




— — — 


— 


1 11 1 *\V 1 *\fi 

LiZ~LDO. IjO- 

179:180-199:201- 
224"250-269*271- 
294:295-318:319- 
341:342-365 


1546 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00082 


26.1 




62-84 


1551 


Peptidase S9 


Prolyl oligopeptidase family 


43e 1Q 


~36 8 — 


-j 


397-469 


1552 


Orn_DAP_Arg_d 
eC 


Pyridoxal-dependent 
decarboxylase, C- 


1.5e-14 




55.5 


1 


150-202 


1552 


Orn_Arg_deC_N 


Pyridoxal-dependent 
decarboxylase, py 




^40 3 


-: 


19-117 


1555 


rvt 


Reverse transcriptase 


5e-17 


67.6 


1 


616-718 


1557 


rvt 


Reverse transcriptase 








247-520 


1558 


RhoGEF 


RhoGEF domain 


1.5e-25 


98.4 




971-1155 


1558 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.4e-12 


53.6 




159-234 


1558 


PH 


PH domain 


0.0017 


17.5 


1 


1199-1312 


1559 


pkinase 


Protein kinase domain 


1,9e " 24 


9 ^2 4 


— 


151-231:309-419 


1560 


FH2 


Formin Homology 2 


4.4e-lll 


3 




595-1038 


1565 


HMG_CoA_synt 


Hydroxymethylglutaryl- 
coenzyme A synthas 


6.5e-300 


1009. 
7 




50-582 


1568 


GCV H 


Glycine cleavage H-protein 


1.6e-76 


267.6 




65-185 


1577 


Peptidase_Ml 


Peptidase family Ml 


1.30-114 


332.5 




42-161:225- 
354:365-399 


1579 




RNA recognition motif, 


0.0068 


23.0 




823-891 


1580 




Serpin (serine protease 


8.9e-135 


458.1 


3 


37-241:352- 
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inhibitor) 








475:504-533 


1581 


CH 


Calponin homology (CH) 
domain 


0.012 


13.5 






1582 


LRU 


Leucine Rich Repeat 


2.2e-37 


137.6 
-— — 


12 




70-93:94-1 17:118- 

189:190-213:214- 
237*23 8-261 '262- 
285:286-310:311- 
335*336-359 


1582 


LRRCT 


Leucine rich repeat C- 
terminal domain 


To 

8.1e 


52.7 




369-421 


1582 


ig 


Immunoglobulin domain 


- 9e Qg 


322 — 


-j 


438-499 


1582 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0099 


22.5 


1 


28-68 


1587 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.00027 


18.1 


1 

— 


168-213 


1587 


IBR 


IBR domain 


ooQ71 


~T02 — 




237-298 


1588 


TVt 


Reverse transcriptase 


1.2e-05 


25.4 


1 


192-250 


1589 


rvt 


Reverse transcriptase 


le-10 


_4A2 — 







1591 


TPR 


TPR Domain 


3.8e-13 


57.1 
— — 


— 


254-287 - 288- 
321:322-355 


1592 


PHD 


PHD-finger 


— — 

0.04 








684-725:1117- 
1163 


1595 


Peptidase Ml 


— 

Peptidase family Ml 






-: 


100-279 


1597 




Inositol polyphosphate 
phosphatase family, c 


15 


57.7 


-j 


50-112 


1600 


thyroglobulin 1 


Thyroglobulin type- 1 repeat 








38-118 


1604 


ig 


Immunoglobulin domain 


0.014 


13.3 


1 


34-59 


1606 


zf-CXXC 


CXXC zinc finger 


1, ^ e "^ 1 


~rHi — 







1606 


F-box 


F-box domain 









545-602:715-762 


1606 


PHD 


PHD-finger 


^T1a 


— ^ 


-j 


207-271 


1613 


rrm 


RNA recognition motif. 


2 ^~}z — 


—jr- 


-j 


^^g 1 


1614 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2.2e-_6 


101. 


-j 




1617 


B56 


Protein phosphatase 2A 
regulatory B subunit 


6.1e-35 


124.7 


1 


146-218 


1618 


SI 


SI RNA binding domain 


1.2e-10 


44.3 


1 


352-429 


1619 


trypsin 


Trypsin 










1620 


STphosphatase 


Ser/Thr protein phosphatase 


1.7e-71 


245.5 


1 


66-236 


1623 


Flgl 


Flagellar P-ring protein 










1623 


FlgH 


Flagellar L-ring protein 


7.5e-34 


110.4 


1 


21-73 


1625 


Semialdhyde_dh 
C 


Semialdehyde 
dehydrogenase, dimerisat 


8.1e-61 


215.5 


1 


137-308 


1625 


Semialdhyde_dh 


Semialdehyde 
dehydrogenase, NAD bindi 


2.6e-34 


109.5 


1 


20-128 


1628 


HTH_1 


Bacterial regulatory helix- 
turn-helix protei 


2.6e-33 


124.1 


1 


7-146 






PEP-utilizers C 


barrel doma 


9.1e-64 


225.3 


-j 


53-163 


1632 


ACR tran 


AcrB/AcrD/AcrF family 


3.1e-15 


58.8 




188-254 


1632 


OTCace 


Aspartate/ornithine 
carbamoyltransferase, A 


1.7e-09 


35.8 




459-514 


1632 


OTCaceJST 


Aspartate/ornithine 
carbamoyltransferase, c 


0.44 


8.5 




411-426 


1632 


Replicase 


Replicase family 


2.9 






399-576 
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102.2 






1634 


ribonuclease T2 


Ribonuclease T2 family 


4.3e-17 


70.2 


1 


78-138 


1638 


efhand 


EF hand 


5.6e-10 


46.6 


4 


38-66:74-102:111- 
139:147-175 


1638 


RrnaAD 


Ribosomal RNA adenine 
dimethylase 


5 


2.6 


1 


133-173 



1643 


Ribosomal L23 


Ribosomal protein L23 


_1.2e-14 


53.9 


1 


197-276 


1645 


tsp_l 


Thrombospondin type 1 
domain 


0.0026 


21.0 


5 


420-476:480- 

534:541-601:607- 

663:669-718 




Arginosuc synth 


Arginosuccinate synthase 








48-126:128-189 


1651 




von Willebrand factor type 
A domain 


l.le-33 


125.4 


1 


89-326 




1652 


ig 


Immunoglobulin domain 








34-117:220-293 


1654 


PP2C 


Protein phosphatase 2C 


3.4e-05 


21.8 


1 


86-138 


1658 


thiored 


Thioredoxin 


l.le-105 


354.6 


2 


324-432:459-570 


1662 


Hist_deacetyl 


Histone deacetylase family 


5.5e-85 



295.7 



2 


857-924:1247- 
1434 






WAP-type (Whey Acidic 
Protein) 'four-disulfi 


1.5e-21 


85.1 


1 


72-116 




1667 


KRAB 


KRAB box 


4 ' 3e " 43 




-| 


106-168 


1672 


ig 


Immunoglobulin domain 


le-13 


49.3 




zyo. a i-4uz 


1674 


Transposase_22 


— 

LI transposable element 


i g sl 




— 




1676 


Ribosomal S2 


Ribosomal protein S2 


9.5e-09 


34.8 


1 


51-134 


1678 


ig 


Immunoglobulin domain 










1684 f adh short 


short chain dehydrogenase 


2.3e-32 


120.9 




2-244 


1686 


pkinase 


Protein kinase domain 


2.5e-50 


180.6 


2 


553-770:875-896 


1687 


HRM 


Hormone receptor domain 


7.8e-05 


29.5 


1 


82-134 


1688 


SH3 


SH3 domain 


1.9c-21 


84.7 


1 


150-206 


1688 


SH2 


SH2 domain 


1.2e-08 


28.6 




214-233 


1688 


RGS 


Regulator of G protein 
signaling domain 


0.0003 


19.5 


1 


75-100 


1693 


LRR 


Leucine Rich Repeat 


5.3e-34 


126.4 


10 


505-528:529- 

554:555-573:575- 

598:613-632:634- 

657:659-684:686- 

708:709-732:738- 


1694 


SH3 


SH3 domain 


0.00093 


18.2 


1 


19-73 


1701 


cystatin 


Cystatin domain 


8.9e-ll 


41.4 


1 


32-78 


1705 


Ribosomal S26e 


Ribosomal protein S26e 


2.1e-16 


68.0 






1706 


ank 


Ank repeat 


4.9e-30 


113.2 


3 


381-413:414- 
446:450-482 


1706 


TPR 


TPR Domain 


1.4e-06 


35.3 


4 


3-36:43-76:164- 
197:205-238 


1706 


LRR 


Leucine Rich Repeat 


0.0026 


24.4 


4 


716-743:744- 

764:775-802:835- 

859 


1708 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-23 


90.4 


4 


51-74:205- 

227:233-255:261- 

284 


1709 


Pep_M12B_prop 
ep 


Reprolysin family 
propeptide 


0.048 


-17.2 




120-196 


1710 


TIG 


IPT/TIG domain 


1.4e-101 


350.8 


10 


620-705:708- 
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788:793-876:883- 

988' 1084- 

1169:1174- 

1254*1256- 

1336:1341- 

1423 : 1424- 

1511:1516-1602 


1711 


HK 


Hydroxyethylthiazole 
kinase family 


5 ^ Q g 


350 — 






1711 


pp-binding 


Phosphopantetheine 
attachment site 


5.4e-09 


38.4 




220-255 


1712 


IGFBP 


Insulin-like growth factor 
binding pr 


2.1e-26 


97.4 




40-99 


1712 


thyroglobulin 1 


Thyroglobulin type- 1 repeat 


4.6e-05 


29.5 




264-323 


1715 


rvt 


Reverse transcriptase 










1717 


A2M 


Alpha-2-macroglobulin 
family 


0 




1259. 

— - — — 




776-879:880- 
1172:1243-1530 


1717 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


0 






75-684 


1717 


TCTP 


Translationally controlled 
tumor protein 


0.0013 


-47.0 




1172-1249 


1718 


cadherin 


Cadherin domain 


~2e29 


nl 2 




68-159:334- 
425:439-543 


1722 


p450 


Cytochrome P450 








270-506 


1725 


ig 


Immunoglobulin domain 


0.0079 


14.2 




34-116 


1726 


ig 


Immunoglobulin domain 








87-131:145-163 


1727 


Synaptophysin 


Synaptophysin/ 
synaptoporin 


22e"229 — 






12-307 


1729 


PA 


PA domain 


2.4e-29 






521-626 


1729 


Glyco_hydro_47 


Glycosyl hydrolase family 
47 


6.2e-13 








1731 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 








50-117:118-293 


1732 


ig 


Immunoglobulin domain 


j^ 18 


"ItI — 


-| 


49-125:169-239 


1734 


p450 


Cytochrome P450 








50-106:162- 
228:298-425 


1735 


profilin 


Profilin 








966-1071 


1735 


Transposase_22 


LI transposable element 


0.00026 




1 


731-1016 


1742 


PAS 


PAS domain 


3.2e-07 


31.9 


3 


360-413:474- 
507:581-613 


1744 


Dynein heavy 


Dynein heavy chain 


9.8e-251 


846.4 


1 


34-781 


1745 


SCP 


SCP-like extracellular 
protein 


9.2e-36 


132.2 


1 

— 


4-180 


1749 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


6.5e-05 






^ 2 ^ — 






symporter family 


1.8e-47 


171.2 


2 


1-34:315-396 


1753 


ig 


Immunoglobulin domain 


9.4e-19 


65.5 


5 


49-124:162- 

219:261-310:345- 

400:432-496 


1753 


&3 


Fibronectin type III domain 


0.00052 


26.8 


1 


514-606 


1757 


IPPc 


Inositol polyphosphate 
phosphatase family, c 


3e-68 


240.1 


3 


64-350:363- 
621:753-796 
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1762 


SSF 


Sodium:solute symporter 
family 


4.2e-256 


864.2 


1 


39-477 


1763 


LRR 


Leucine Rich Repeat 


3.4e-37 


137.0 


11 


61-84:85-108:109- 
132:133-156:157- 
180:181-204:205- 
228:253-276:277- 
300:301-324:349- 


1763 


iR 


Immunoglobulin domain 


9.1e-09 


33.3 


1 


428-486 


1763 


LRRCT 


Leucine rich repeat C- 
terminal domain 










1763 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00023 


27.9 


1 


30-59 


1764 


Reprolysin 


Reprolysin (M12B) family 
zinc metalloprote 


l.le-21 


85.5 


1 


156-359 


1764 


tsp_l 


Thrombospondin type 1 
domain 


2.5e-06 








1768 


ANF_receptor 


Receptor family ligand 
binding region 


1.9e-34 


125.9 


1 


68-174 


1769 


C2 


C2 domain 


2.5e-66 


233.8 


2 


249-337:383-471 


1771 


cadherin 


Cadherin domain 


2e-80 


280.6 


5 


140-235:249- 
343 :359-45 1:465- 
jjo.ou/-oy / 


1775 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.2e-34 


110.9 


2 


34-130:147-330 


177S 


synaptobrevin 


Synaptobrevin 


2.3e-15 


64.5 


1 


104-192 




MHC_I 


Class I Histocompatibility 
antigen, domains 










178( ?, — 


ig 


Immunoglobulin domain 


9.9e-08 


_3ao_ — 


— 


194 "iPg 


178 ? 


ABC tran 


ABC transporter 


7.2e-19 


J76J — 


— 


448-626 


1783 


SNF 


Sodium:neurotransmitter 
symporter family 


0 


1182. 


1 


203-747 


1784 


TIG 


IPT/TIG domain 


4.6e-33 


123.3 


2 


1032-1 1 19:1121- 
1206 


1784 


Plexinrepeat 


Plexin repeat 


4.1e-08 


40.4 


3 


653-706:806- 
858:953-1009 


1784 




Sema domain 


2.8e-06 


26.6 


2 


59-160:576-602 


1785 


CTF NFI 


CTF/NF-I family 


1.6e-167 


570.0 


1 


651-824 


1786 


TIR 


TIR domain 


le-38 


132.4 


1 


791-931 


1786 


LRR 


Leucine Rich Repeat 


4.4e-37 


136.6 


15 


143-166:192- 

215:216-241:242- 

266:267-290:385- 

408:409-432:433- 

456:457-480:481- 

502:545-569:570- 

598 '599-622* 623- 

643:645-668 






terminal domain 






1 


675-726 


1788 


RPEL 


RPEL repeat 


1.2e-17 


72.1 


2 


222-247:266-291 


1789 


ACR tran 


AcrB/AcrD/AcrF family 


1.8e-191 


649.5 


1 


1-452 


1792 


Sulfatase 


Sulfatase 


0.00013 


-44.3 


1 


502-912 


1792 


3 5 exonuclease 


3'-5' exonuclease 


0.0041 


-14.7 


1 


764-923 


1794 


DUF81 


Domain of unknown 
function DUF81 


3.2e-49 


176.1 


1 


8-166 



Table 4A 
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SEQ 
ID 


Model 


Description 


E-value 




Repeats 


Position 


1796 


LRR 


Leucine Rich Repeat 


7.6e-09 


~4r^ — 


-| 


314-337:338-361 


1796 


LRRCT 


Leucine rich repeat C- 
terminal domain 


1.9e-08 


41.5 


— 


371-421 






Latrophilin/CL-l-like GPS 
domain 





"20 8 — 




8g7 






Hormone receptor domain 










1796 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


0.018 


101.1 


1 


935-1252 






eubacterial secY protein 










1801 


PTR2 


POT family 


3.5e-38 


130.8 


2 


4-72:364-505 


1802 


asp 


Eukaryotic aspartyl protease 










1802 


Dakl 


Dakl domain 


6.7e-06 




1 


695-1003 


1803 


PMP22_Claudin 


PMP- 

22/EMP/MP20/Claudin 
family 


4.5e-21 


83.4 


1 


4-181 


1804 


HC03_cotransp 


HC03- transporter family 


1.3e-69 


244.7 


3 


39-52:108- 
168:171-228 


1805 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


5.1e-17 


70.0 


1 


1278-1339 


1805 


UCH-1 


Ubiquitin carboxyl-terminal 
hydrolases famil 


9.3e-08 


39.2 


1 


785-820 


1805 


zf-UBP 


Zn-finger in ubiquitin- 
hydrolases and other 


0.0049 


15.8 


1 


688-727 


1806 


Nucleoside tran 


Nucleoside transporter 


5.7e-42 


152.8 


1 


127-446 


1810 


sugartr 


Sugar (and other) 
transporter 


0.044 


132.3 


1 


637-1048 


1813 


zf-C2H2 


Zinc finger, C2H2 type 


le-38 


142.1 


7 


270-292:298- 
320:414-437:440- 
463:485-507:513- 
535:771-793 


1815 


trypsin 


Trypsin 


4.6e-56 


179.2 


1 


28-341 


1817 


TauD 


Taurine catabolism 
dioxygenase TauD, TfdA fa 


1.7e-196 


666.2 


1 


107-385 




BPD_transp 


Binding-protein-dependent 
transport system 










1819 


Y_phosphatase 


Protein-tyrosine 
phosphatase 


1.3e-103 


357.6 




1277-1494 


1819 


fh3 


Fibronectin type III domain 


1.2e-51 


185.1 


7 


461-541:552- 
634:641-719:730- 
812:819-900:908- 
990:998-1087 



Table 4B 
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SEQ 
ID 


Model 


Description 


E-value 


Score 


Repeats 


Position 


912 


MIF 


Macrophage migration 
inhibitory factor (MIF) 


2.4e-54 


194.0 




124-227 


912 


GST_C 


Glutathione S-transferase, 
C-terminal domain 


7.1e-21 


82.8 


1 


410-525 


912 


GST_N 


Glutathione S-transferase, 
N-terminal domain 


2e-15 


64.7 


1 


324-400 


913 


tsp 1 


Thrombospondin type 1 
domain 


2.9e-23 


90.7 


2 


124-174:181-231 


913 


EGF 


EGF-like domain 


1.6e-20 


81.6 


7 


474-508:514- 
553:559-591:597- 
633:692-720:802- 
836:842-882 


913 


Keratin_B2 


Keratin, high sulfur B2 


3 


-75.8 


1 


523-649 


913 


gramilin 


Granulin 


3.2 


-15.2 


1 


484-510 


913 


TIL 


Trypsin Inhibitor like 
cysteine rich domai 


6.4 


-13.2 


2 


540-597:785-842 


913 


cadherin 


Cadherin domain 


6.5 


-10.4 


1 


903-995 


914 


MIF 


Macrophage migration 
inhibitory factor (MIF) 


4.5e-50 


179.8 


1 


2-101 


915 


MIF 


Macrophage migration 
inhibitory factor (MIF) 


6.1e-68 


239.1 


1 


2-129 


916 


trypsin 


Trypsin 


2.3e-91 


316.9 


1 


445-675 


916 


kringle 


Kringle domain 


4.2e-45 


163.3 


1 


286-367 


916 


fn2 


Fibronectin type II domain 


4.1e-25 


96.9 


1 


108-148 


916 


EGF 


EGF-like domain 


6.2e-15 


63.0 


2 


164-197:245-278 


916 


fhl 


Fibronectin type I domain 


4.8e-10 


46.8 


1 


202-237 


916 


Keratin_B2 


Keratin, high sulfur B2 


5.3 


-79.6 




104-211 




DUF32 


Domain of unknown 
function DUF32 


9.6 


-154.4 


1 


445-556 




laminin EGF 


Laminin EGF-like 
(Domains III and V) 


9.8e-159 


540.7 


12 


282-346:349- 

409:412-469:472- 

520:523-565:786- 

831:834-877:880- 

925:928-984:987- 

1036:1039- 

1094:1095-1139 


917 


laminin_Nter 


Laminin N-terminal 
(Domain VI) 


5.9e-105 


362.1 


1 


45-280 


917 


DUF26 


Domain of unknown 
function DUF26 


3.2 


-13.0 


1 


1110-1155 


917 


DUF232 


Putative transcriptional 
regulator 


3.2 


-24.4 


1 


1149-1281 


917 


LIM 


LIM domain 


3.8 


-16.6 


1 


1125-1189 


917 


zf-CXXC 


CXXC zinc finger 


4.5 


-8.4 




367-414 


917 


Methyltransf 
D12 


D12 class N6 adenine- 
specific DNA met 


5.3 






1404-1654 


917 


VSP 


Giardia variant-specific 
surface prot 


8.4 


-265.1 




864-1168 


917 


EB 


EB module 


9.5 


-12.4 




1069-1125 


918 


EGF 


EGF-like domain 


3.2e-53 


190.2 


9 


33-68:74-110:116- 
151:161-197:208- 
243:247-282:288- 
323:329-362:368- 
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ID 
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Description 


E-value 


Score 


Repeats 


Position 














404 


918 


CUB 


CUB domain 


2.9e-17 








918 


TIL 


Trypsin Inhibitor like 
cysteine rich domai 


1.3 


-5.0 


i 


219-288 


918 


granulin 


Granulin 


2.4 


-14.4 






918 


wap 


WAP-type (Whey Acidic 
Protein) 'four-disul 


4.7 


-8.7 




6-71 


918 


Keratin_B2 


Keratin, high sulfur B2 
protein 


6.6 


-81.2 


. 


95-247 


918 


VSP 


Giardia variant-specific 
surface protein 


7.7 


-264.1 


1 


95-403 


919 


Parathyroid 


Parathyroid hormone family 


3.1e-82 


286.6 




46-175 


920 


EGF 


EGF-like domain 


2.2e-22 


87.8 


9 


2-36:47-82:88- 

122:128-163:232- 

263:276-306:319- 

349:353-394:407- 

439 


921 


IL8 


Small cytokines 
(intecrine/chemokine), inter 


0.19 


-3.2 


1 


25-65 


922 


Zn_carbOpep 


Zinc carboxypeptidase 


8.7e-120 


411.4 


1 


149-429 


922 


Propep_M14 


Carboxypeptidase activation 
peptide 


5.6e-20 


79.8 


1 


7-84 


923 


fibrinogen^ 


Fibrinogen beta and gamma 
chains, C-term 


9.5e-59 


208.6 


1 


62-263 


927 


FKBP 


FKBP-type peptidyl-prolyl 
cis-trans isomeras 


2.4e-41 


150.8 




40-122 


930 


FAD- 
oxidase G, 


FAD linked oxidases, C- 
terminal domain 


4.1e-88 


306.2 


1 


395-647 


930 


FAD_binding 
4 


FAD binding domain 


5.2e-78 


272.6 


2 


24-172:219-381 


931 


UPF0136 


Uncharacterised protein 
family (UPF0136) 


0.00031 


17.6 


1 




933 


Fringe 


Fringe-like 


1.4e-06 


-12.8 1 


262-487 


933 


Galactosyl T 


Galactosyltransferase 


2.6 


-84.8 


1 




937 


14-3-3 


14-3-3 protein 


9.5e-124 


424.5 


1 


50-282 


938 


S_100 


S-100/ICaBP type calcium 
binding domain 


3.6e-23 


90.4 


1 


65-108 


938 


efhand 


EF hand 


0.0012 


25.6 


1 


114-142 


940 


ig 


Immunoglobulin domain 


2.9e-35 


130.6 


5 


38-105:139- 

206:241-293:326- 

377:412-487 


941 


LRR 


Leucine Rich Repeat 


2e-30 


114.5 


8 


42-63:64-87:88- 
112:113-136:137- 
160: 161-184: 185- 
208:209-232 


941 


LRRCT 


Leucine rich repeat C- 
terminal domain 


3.6e-07 


37.2 


1 


242-292 


941 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.46 


15.7 




11-40 


944 


serpin 


Serpin (serine protease 
inhibitor) 


1.6e-133 


457.0 


1 


173-532 


947 


RUN 


RUN domain 


8e-44 


159.0 


1 


31-163 


947 


FYVE 


FYVE zinc finger 


3.5e-13 


57.2 


1 


529-598 


947 


Tektin 


Tektin family 


1.9 


-229.2 


1 


154-473 
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ID 
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E-value 


Score 


Repeats 


Position 


947 


filament 


Intermediate filament 
protein 


4.7 


-202.1 


1 


216-501 


947 


PAPS_reduct 


Phosphoadenosine 
phosphosulfate reductase 


4.9 


-69.1 


1 


305-467 


947 


metalthio 


Metallothionein 


7.3 


-11.4 


1 


576-635 


950 


lectin c 


Lectin C-type domain 


2.4e-08 


41,1 


— 


130-234 


951 


lectin c 


Lectin C-type domain 


8 


_36 - 4 , ... 


_1 


215 " 2 ^ 


951 


FAD- 
oxidase C 


FAD linked oxidases, C- 
terminal domain 


9.7 


-84.1 


1 

— 


60-267 


952 


Glyco transf 
8 


Glycosyl transferase family 
8 




~~ 477 




1255 1526 


952 


Glyco hydro 
20 


Glycosyl hydrolase family 
20, catalyti 


9.8 








953 


TPR 


TPR Domain 


0.0042 


23.8 


1 


171-204 


954 


DENN 


DENN (AEX-3) domain 


4.2 








956 


Branch 


Core-2/I-Branching enzyme 


2.2e-77 


270.5 


1 


46-310 


957 


fh3 


Fibronectin type III domain 


l.le-15 


65.6 






958 


Peptidase Ml 
0 


Matrixin 


5.9e-121 


415.2 


1 


58-225 



958 


hemopexin 


Hemopexin 


2e-58 


207.5 


4 


305-347:349- 
393:398-445:447- 


958 


Astacin 


Astacin (Peptidase family 
M12A) 


0.28 


-108.1 


1 


128-285 


958 


PG_binding_ 
1 


Putative peptidoglycan 
binding domain 


2.4 


-9.5 


1 




44-112 


960 


Robl LC7 


Roadblock/LC7 domain 


1.8e-30 






^ ^ — 


962 


chromo 


'chromo' (CHRromatin 
Organization Modifier) 


2.7e-05 


31.1 


1 


47-84 


962 


SET 


SET domain 


1.2 


-48.2 


1 


243-307 


964 


ig 


Immunoglobulin domain 


0.0047 


23.6 






967 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.5e-13 


57.2 


1 




41-237 




968 


adh zinc 


Zinc-binding dehydrogenase 


2.4e-61 


217,2 


— 


^ " 


968 


DUF142 


Domain of unknown 
function DUF142 


6.6 


-67.7 


1 




970 


El_dehydrog 


Dehydrogenase El 
component 


2.1e-183 


622.7 


1 


129-425 


970 


transketolase 


Transketolase, thiamine 
diphosphate bin 


2.6 


-227.4 


1 


173-410 


971 


ig 


Immunoglobulin domain 


5.8e-09 


43.2 


1 


45-122 


973 


zf-MIZ 


MIZ zinc finger 


3.2e-32 


120.5 






973 


SAP 


SAP domain 


2.4e-05 


31.2 


1 ' 


2-36 


973 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


5.7 


-6.3 


1 


283-325 




975 


WD40 


WD domain, G-beta repeat 


4.3e-09 


43.6 




234-270:446- 
483:491-528 


977 


An_peroxidas 





6.9e-137 


468.2 


-j 


137-701 


978 


Defensin_pro 
pep 


Defensin propeptide 


3.8e-19 


77.0 




32-82 


978 


defensins 


Mammalian defensin 


0.0015 


25.3 




95-123 


981 


ig 


Immunoglobulin domain 


0.00022 


28.0 




49-130 


982 


ig 


Immunoglobulin domain 


5.8e-07 


36.6 




36-112 


983 


Acetyltransf 


Acetyltransferase (GNAT) 


0.22 


15.5 




260-334 



Table 4B 
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SEQ 
ID 


Model 


Description 


E-value 


"Score 


Repeats 


Position 






family 










985 


tsp_l 


Thrombospondin type 1 
domain 


0.0075 


17.1 


1 


151-206 


985 


Furin-like 


Furin-like cysteine rich 
region 


5.1 


-94.5 


1 


37-149 


985 


TNFR_c6 


TNFR/NGFR cysteine-rich 
region 


9.6 


-0.7 


1 


114-148 


987 


LRR 


Leucine Rich Repeat 


5.5e-59 


209.4 


12 


78-101:102- 

125:126-149:150- 

173:174-197:198- 

221:222-245:246- 

269 :270-293 : 294- 

317:318-341:342- 

365 


987 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.23 


18.0 






987 


Keratin_B2 


Keratin, high sulfur B2 
protein 


6.1 








988 


ParA 


ParA family ATPase 


0.029 


0.0 


1 


177-283 


988 


APS kinase 


Adenylylsulfate kinase 


0.92 


-112.5 






988 


ArsA_ATPas 


Anion-transporting ATPase 


0.97 


-180.2 


1 


103-336 


989 


"Wd 


von Willebrand factor type 
D domain 


l.le-38 


141.9 


1 


364-514 

. 


989 


vwc 


von Willebrand factor type 
C domain 


5.3e-35 


129.7 


5 


50-105:108- 

163:166-224:238- 

2S9:301-357 


989 


TIL 


Trypsin Inhibitor like 
cysteine rich 


8.9e-06 


32.6 


1 


629-682 


989 


Keratin_B2 


Keratin, high sulfur B2 
protein 


1 


-68.4 




^ g 


989 


TILa 


TILa domain 


1.4 | -2.7 






989 


fill 


Fibronectin type I domain 


2.3 4.7 


1 


166-198 


989 


Metallothio_P 
EC 


Plant PEC family 
metallothionein 


4.8 


-38.2 


1 


587-651 


990 


Cys knot 


Cystine-knot domain 


3.2 


-31.3 


\ 


227-313 


992 


ig 


Immunoglobulin domain 


2.9e-13 


57.5 




34-111:150-220 


994 


ig 


Immunoglobulin domain 


1.2e-26 


102.0 




43-110:143- 
197:230-291 


995 


SCP 


SCP-like extracellular 
protein 


5e-41 


149.7 






995 


granulin 


Granulin 


6.9 


-17.5 
22.0 


— 


153*206 


996 
999 


ig 

RNase_PH 


Immunoglobulin domain 
3' exoribonuclease family, 
domain 1 


0.014 
6.1e-23 


89.6 


1 


272-408 


999 


RNase_PH_C 


3' exoribonuclease family, 
domain 2 


1.4e-13 


58.5 


- 


96-157:392-469 


999 


PNPase 


Polyribonucleotide 
nucleotidyltransferase 


8.1e-05 


25.9 




189-269 


1000 


ig 


Immunoglobulin domain 


0.00054 


26.7 




38-102 


1002 


zf-C2H2 


Zinc finger, C2H2 type 


7.6e-54 


192.3 


7 


183-205:211- 
233:239-261:267- 
289:295-317:323- 
345:351-373 


f 1002 1 zf-BED 1 BED zinc finger 


3.9 


-3.7 


1 


224-262 



WO 03/054152 



PCT/US02/39555 
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Repeats 
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1002 


LIM 


LIM domain 


7.8 


-19.2 


1 


185-249 


1003 


zf-C2H2 


Zinc finger, C2H2 type 


2.3e-114 


393.3 


16 


260-282:297- 

319:325-347:353- 

375:381-403:409- 

431:437-459:465- 

487:493-515:521- 

543:549-571:577- 

599:605-627:633- 

OJJ.OOl-OoJ.OESy- 

711 


1003 


zf-BED 


BED zinc finger 


0.41 


5.0 






1003 


TFIIS 


Transcription factor S-II 
(TFIIS) 


0.75 


2.4 


2 


353-391:468-503 



1003 


GATA 


GATA zinc finger 


1.8 


-6.6 






1003 


PHD 


PHD-fmger 


5.5 


-16.7 


1 


326-389 


1003 


E6 


Early Protein (E6) 


6.9 


-67.7 


1 




1003 


Bowman- 
Birk leg 


Bowman-Birk serine 
protease inhibitor 


8 


-18.8 


1 


355-411 


1007 


LIM 


LIM domain 


1.3e-38 


141.7 


3 


390-448:450- 
507:510-576 


1007 


E7 


E7 protein, Early protein 


0.7 


-39.5 


1 


235-422 


1008 


Transposase_ 
8 


Transposase 


2.9 


-12.7 


1 




1010 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-06 


33.5 


3 


2-24:29-52:154- 
177 


1010 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


7.1 


-7.0 


1 




1011 


60s ribosoma 
1 


60s Acidic ribosomal 
protein 


1.2e-20 


82.1 . 


1 


1-89 


1012 


abhydrolase 
2 


Phospholipase/Carboxyleste 
rase 


1.3e-24 


95.2 


1 


9-213 


1016 


Anti_prolifera 
t 


BTG1 family 


1.7e-73 


257.6 


1 


11-253 


1017 


zf-C2H2 


Zinc finger, C2H2 type 


9.8e-71 


248.4 


11 


147-169:213- 

231:269-291:325- 

347:353-375:381- 

403:409-431:437- 

459:465-487:493- 

5 15 "521-543 


1017 


KRAB 


KRAB box 


2.6e-26 


100.8 


1 


42-82 


1017 


DM-domain 


DM DNA binding domain 


0.26 


0.8 






1017 


zf-BED 


BED zinc finger 


1.8 


-0.6 


2 


338-376:394-432 


1017 


LIM 


LIM domain 


3.4 


-16.2 


1 


495-549 


1017 


zf-TRAF 


TRAF-type zinc finger 


5 


-6.6 


1 




1017 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


9.5 


-8.1 




177-218 


1017 


Bowman- 
Birk leg 


Bowman-Birk serine 
protease inhibitor 


9.6 


-19.6 


1 


147-203 


1020 


LIM 


LIM domain 


2.3e-34 


127.6 


4 


78-136:139- 

197:200-256:259- 

315 


1020 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


3.3 


-4.2 




106-142 


1020 


TNFR_c6 


TNFR/NGFR cysteine-rich 


8.2 


-0.1 


1 


89-127 
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1024 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-53 


189.8 


10 


156-183:184- 

206:212-234:240- 

262:268-290:296- 

318:324-346:352- 

374:380-402:408- 

430 


1024 


KRAB 


KRAB box 


2.7e-26 


100.8 




15-55 


1024 


TFIIS 


Transcription factor S-II 
(TFIIS) 


2.5 


-2.0 


1 


129-166 


1024 


zf-BED 


BED zinc finger 


3.9 


-3.8 


1 


225-263 


1024 


fer4 


4Fe-4S binding domain 


8.3 


-3.2 


1 


176-199 


1025 


RAG2 


Recombination activating 
protein 2 


0 


1380.2 


1 


1-527 


1025 


PHD 


PHD-fmger 


2.9 


-14.2 


1 


419-483 


1026 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


l.le-06 


35.6 


1 


16-54 


1029 


Keratin_B2 


Keratin, high sulfur B2 
protein 


3.8e-06 


16.4 


2 


5-149:150-281 


1031 


pro_isomeras 
e 


Cyclophilin type peptidyl- 
prolyl cis-tr 


4.1e-107 


369.3 


1 


5-165 


1035 


zf-C2H2 


Zinc finger, C2H2 type 


1.2e-113 


391.0 


17 


100-122:132- 

154:160-182:188- 

210:216-238:244- 

266:272-294:300- 

322:328-350:356- 

378:384-406:412- 

434:440-462:468- 

490:496-518:524- 

546:552-574 


1035 


KRAB 


KRAB box 


7.1e-24 


92.8 


1 


4-44 


1035 


zf-BED 


BED zinc finger 


0.25 


6.9 


2 


78-123:537-575 


1035 


LIM 


LIM domain 


1.5 


-13.2 




330-394 


1035 


TFIIS 


Transcription factor S-II 
(TFIIS) 


2.4 


-1.9 


1 


244-282 


1035 


zf-MIZ 


MIZ zinc finger 


8.5 


-20.9 





457-507 


1038 


Sulfate_trans 
P 


Sulfate transporter family 


4.3e-103 


355.9 




2-284:441-751 


1038 


STAS 


STAS domain 


4.8e-20 


80.0 


1 


774-987 


1038 


BenE 


Benzoate membrane 
transport protein 


1.3 


-317.8 


1 


422-745 


1038 


UPF0118 


Domain of unknown 
function DUF20 


4.9 


-125.1 




454-754 


1038 


Transp_cyt_p 
ur 


Permease for 
cytosine/purines, uracil 


5.3 


-195.7 


-j 


403-760 


1038 


voltage_CLC 


Voltage gated chloride 
channel 


5.5 


-238.5 


1 


378-680 


1038 


FecCD 


FecCD transport family 


7.9 


-219.3 


1 


440-686 


1039 


ubiquitin 


Ubiquitin family 


1.9e-08 


41.5 






1042 


ig 


Immunoglobulin domain 


3.1e-30 


113.9 




62-129:163- 

229:264-316:349- 

400:433-501 


1043 


UPAR LY6 


u-PAR/Ly-6 domain 


7.7e-31 


115.9 




88-158 


1044 


7tm 5 


7TM chemoreceptor 


0.17 


-139.3 




29-293 


1044 


sugarjr 


Sugar (and other) 
transporter , 


0.27 


-153.3 




1-419 
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1044 


Competence 


Competence protein 


1.8 


-92.8 




10-207 


1044 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 
(complex I) 


2.6 


-160.0 


1 


185-410 


1044 


PNTB 


NAD(P) transhydrogenase 
beta subunit 


6.6 


-392.2 


1 


188-508 


1044 


COX1 


Cytochrome C and Quinol 
oxidase polypepti 


7.4 


-311.2 


1 


1-396 


1045 


Lipase_chap 


Proteobacterial lipase 
chaperone prot 


3.1 


-124.4 


1 


95-336 


1045 


Cys Met Me 
ta PP 


Cys/Met metabolism PLP- 
dependent enzy 


8.2 


-317.8 


1 


40-279 


1046 


PAP2 


PAP2 superfamily 


7.7 


-31.4 






1047 


MHC_I 


Class I Histocompatibility 
antigen, domains 


7.9e-148 


504.5 


1 


25-203 


1047 


ig 


Immunoglobulin domain 


0.79 


16.0 


1 


220-285 


1050 


ig 


Immunoglobulin domain 


8.7e-07 


36.0 


1 


38-110 


1051 


PMP22_Clau 
din 


PMP- 

22/EMP/MP20/Claudin 
family 


0.0019 


-4.7 


1 


4-194 


1052 


GASA 


Gibberellin regulated 
protein 


2.6 


-47.4 


1 


1-69 


1054 


SRCR 


Scavenger receptor 
cysteine-rich domain 


6.2e-25 


96.3 


1 


722-820 


1055 


P2X receptor 


ATP P2X receptor 


S.7e-303 


1019.3 


1 


13-388 


1055 


Metallothio 5 


Metallothionein family 5 


7.1 


-o.s 




124-161 


1057 


zonapellucid 


Zona pellucida-like domain 


3.1C-81 


283.3 


1 


268-538 


1057 


trefoil 


Trefoil (P-type) domain 


0.02 


9.1 


1 


224-262 


1058 


Aajrans 


Transmembrane amino acid 
transporter prot 


2.4e-22 


87.7 


1 


4-388 


1058 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 
(complex I) 


2.6 


-159.9 


1 


120-362 


1058 


DUF286 


Caenorhabditis protein of 
unknown fimctio 


2.7 


-94.1 




83-246 


1058 


PUCC 


PUCC protein 


8.4 


-281.4 




83-365 


1058 


Competence 


Competence protein 


8.4 


-105.8 




99-341 


1059 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.5e-05 


10.6 


1 


33-401 


1060 


Na_sulph_sy 


Sodium:sulfate symporter 
transmembran 


4.5e-143 


488.7 


1 


1-554 


1060 


Na_H_antipor 
ter 


Na+/H+ antiporter family 


5.8 


-114.4 


1 


212-546 


1060 


LrgA 


LrgA family 


7.6 


-55.7 


1 


37-141 


1061 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 
(complex I) 


9.5 


-171.4 




129-355 


1063 


MHCI 


Class I Histocompatibility 
antigen, domains 


9.3e-06 


-8.4 




29-204 


1064 


ERG4 ERG2 
4 


Ergosterol biosynthesis 
ERG4/ERG24 family 


l.le-103 


357.8 




7-350 


1065 


Sulfatase 


Sulfatase 


0.28 


-144.2 




66-431 


1065 


CRCB 


CrcB-like protein 


2.6 


-51.2 




728-827 


1065 


Phosphodiest 


Type I phosphodiesterase / 


2.7 


-167.6 




43-368 



WO 03/054152 



PCT/US02/39555 



Table 4B 
475 



SEQ 
ID 


Model 


Description 


E-value 


Score 


Repeats 


Position 






nucleotide p 










1065 


Cad 


Cadmium resistance 
transporter 


7.5 


-136.9 






1065 


Metalloenzy 


Metalloenzyme superfamily 


9.3 


-43.8 


1 


189-308 


1066 


ig 


Immunoglobulin domain 


1.2e-15 


65.4 




42-95:135- 
192:231-288 


1067 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.5e-28 


108.3 


1 


28-266 


1068 


UPF0136 


Uncharacterised protein 
family (UPF0136) 


4e-45 


163.4 


1 


12-108 


1069 


pMnase 


Protein kinase domain 


1.6e-65 


231.1 




298-580 


1069 


Activin_reop 


Activin types I and II 
receptor domain 


6.2e-28 


106.2 


1 


20-107 


1069 


toxin 


Snake toxin 


2.8 


-19.3 


1 


33-101 


1069 


UPAR LY6 


u-PAR/Ly-6 domain 


4 


-19.7 


1 


47-101 


1070 


PMP22_Clau 
din 


PMP- 

22/EMP/MP20/Claudin 
family 


0.00018 


13.2 




3-177 


1070 


UPF0136 


Uncharacterised protein 
family 


3.6 


-32.2 






1071 


MHC_I 


Class I Histocompatibility 
antigen, domains 


1.2e-12 


55.5 


1 


24-202 


1071 


ig 


Immunoglobulin domain 


3.6e-05 


30.6 




— 


1072 


PMP22_Clau 
din 


PMP- 

22/EMP/MP20/Claudin 
family 


3.1 


-60.4 


1 


36-207 


1073 


sugarjr 


Sugar (and other) 
transporter 


0.032 


-126.5 


1 


48-528 


1073 


PUCC 


PUCC protein 


4.5 






— 


1073 


Competence 


Competence protein 


6.5 


-103.7 


1 


115-316 


1073 


Nuc_H_symp 
ort 


Nucleoside H+ symporter 


9.6 


-276.3 






1074 


sugar Jr 


Sugar (and other) 
transporter 


0.032 


-126.5 


1 


136-616 


1074 


PUCC 


PUCC protein 


4.5 


-274.8 


1 


218-520 


1074 


Competence 


Competence protein 


6.5 


-103.7 




203-404 


1074 


NucJH_symp 
ort 


Nucleoside H+ symporter 


9.6 


-276.3 


1 


160-611 


1075 


anlc 


Ankyrin repeat 


1.7e-45 


164.6 


6 


31-63:64-96:97- 
129:130-162: 163- 
195:196-228 


1076 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


5.7e-05 


-2.6 


1 


118-374 


1076 


DUF216 


Domain of unknown 
function DUF 


1.6 


-42.6 


1 


^ ^ 


1077 


sugarjr 


Sugar (and other) 
transporter 


0.0039 


-100.2 


1 


46-470 


1077 


OATP_C 


Organic Anion Transporter 
Polypeptide (OATP) 


0.018 


-180.1 


1 


64-361 


1077 


PUCC 


PUCC protein 


6.2 


-278.1 


1 


85-480 


1077 


PAP2 


PAP2 superfamily 


7.9 


-31.5 


1 


353-476 


1078 


UvrD- 

helicase 


UvrD/REP helicase 


7.1 


-248.3 


1 


299-774 


1078 


DUF246 


Plant protein family 


9.1 


-257.7 


1 


584-865 
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1079 


G_glu_transp 
ept 


Gamma- 

glutamyltranspeptidase 


3.2e-05 


-146.3 




122-499 


1079 


DLH 


Dienelactone hydrolase 
family 


2.5 


-92.8 


1 


189-376 


1079 


DUF312 


Short repeats of unknown 
function 


3.3 


0.8 


1 


415-453 


1080 


TPR 


TPR Domain 


2e-19 


78.0 


5 


28-61:68-101:108- 
141:148-181:188- 
221 


1081 


ACAT 


Sterol O-acyltransferase 


1.9e-32 


121.3 


1 


300-406 


1082 


WD40 


WD domain, G-beta repeat 


2.5e-20 


81.0 


7 


1015-1050:1059- 

1097:1115- 

1151:1158- 

1194:1203- 

1240:1246- 

1281:1293-1329 


1082 


V1R 


Vomeronasal organ 
pheromone receptor family 


3.2 


-162.0 


1 


421-676 

. 


1083 


pkinase 


Protein kinase domain 


1.4e-54 


194.8 


l 


248-568 


1083 


Activinrecp 


Activin types I and II 
receptor domain 


5.8e-38 


139.6 


1 


26-127 


1083 


UPAR LY6 


u-PAR/Ly-6 domain 


7.9 


-22.8 


1 


48-121 


1084 


pkinase 


Protein kinase domain 










1084 


Activinjrecp 


Activin types I and II 
receptor domain 


5.8e-38 


139.6 


1 


26-127 


1084 


UPAR LY6 


u-PAR/Ly-6 domain 


7.9 


-22.8 


1 


48-121 


1086 


C2 


C2 domain 


1.7e-06 


35.0 






1087 


Cache 


Cache domain 


2.7e-24 


94.2 


1 


557-650 


1087 


vwa 


von Willebrand factor type 
A domain 


0.13 


-30.6 


1 


361-537 


1088 


Glyco hydro 
31 


Glycosyl hydrolases family 
31 


1.6e-224 


759.3 




1-636 


1090 


SSrecog 


Structure-specific 
recognition protein 


2.7e-153 


522.7 


1 


343-555 


1090 


HMG_box 


HMG (high mobility group) 
box 


3.6e-32 


120.3 






1090 


DUF304 


Bacterial membrane flanked 
domain 


4.8 


-12.0 






1091 


serpin 


Serpin (serine protease 
inhibitor) 


8.1e-196 


663.9 




315-683 


1092 


trypsin 


Trypsin 


0.00023 


-4.5 


1 


334-526 


1093 


Competence 


Competence protein 


9.1 


-106.5 






1094 


Aa_trans 


Transmembrane amino acid 
transporter pro 


1.5e-07 


4.2 


1 


115-561 


1094 


Trp_Tyr_per 
m 


Tryptophan/tyrosine 
permease family 


2.7 


-283.0 


1 


118-558 


1094 


oxidored_ql 


NADH- 

Ubiquinone/plastocjuinone 


8.1 


-170.0 


1 


117-338 


1097 


ATP-synt C 


ATP synthase subunit C 


3.3e-18 


73.9 




72-140 


1098 


aconitase 


Aconitase family (aconitate 
hydratase) 


1.9e-177 


602.9 




162-744 


1098 


Aconitase_C 


Aconitase C-terminal 
domain 


8.9e-72 


251.9 




872-1043 


1103 


PAP2 


PAP2 superfamily 


6.3e-15 


63.0 




89-236 


1104 




Immunoglobulin domain 


1.3e-18 


75.3 


2 


80-148:183-251 
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1106 


TCTP 


Translationally controlled 
tumor protein 


3.5e-93 


323.0 


1 


1-166 


1109 


efhand 


EF hand 


1.3e-13 


58.7 


3 


33-61:102- 
130:138-166 


1110 


ATP1G1 PL 
M MAT8 


ATP 1 G1/PLM/MAT8 
family 


1.8e-13 


5S.2 






1112 


ldl_recept_a 


Low-density lipoprotein 
receptor domain 


0.00073 


26.3 






1112 


CUB 


CUB domain 


0.0032 


-3.1 






1115 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.8e-05 


9.0 


1 


139-349 


1116 


7tm 1 


7 transmembrane receptor 


7.5e-21 


82.7 




114-363 


1116 


oxidored q5 
N 


NADH-ubiquinone 
oxidoreductase chain 4 


4.2 


-55.0 


1 


213-282 


1116 


Abi 


CAAX amino terminal 
protease family 


9.4 


-28.2 




171-254 


1116 


PhaG MnhG 
YufB 


Na+/H+ antiporter subumt 


9.8 


-57.7 




281-376 


1119 


tsp_l 


Thrombospondin type 1 
domain 


4.5e-38 


139.9 


10 


149-198:306- 

364:571-626:631- 

696:707-761:841- 

889:970- 

1021:1099- 

1148:1219- 

1269:1342-1398 


1120 


HMG14 17 


HMG1 4 and HMG17 


1.3e-34 


128.4 


1 


2-86 


1124 




Lectin C-type domain 


5.1 


-34.2 


1 




1125 


ig 


Immunoglobulin domain 


2.1e-17 


71.3 


3 


84-153:185- 
255:292-347 


1136 


sugarjr 


Sugar (and other) 
transporter 


0.029 


-125.4 






1136 


OATP C 


Organic Anion Transporter 
Polypeptide (OATP) 


2.8 


-225.4 


1 




1136 


PUCC 


PUCC protein 


5.8 


-277.4 


1 




1136 


Frizzled 


Frizzled/Smoothened family 
membrane region 


8.3 


-247.2 


1 


54-264 
_ 


1137 


ATP-synt C 


ATP synthase subunit C 


3.3e-35 


130.4 





14-79:90-155 


1138 


DHDPS 


Dihydrodipicolinate 
synthetase family 


7.2e-31 


116.0 






1139 


SSF 


Sodium:solute symporter 
family 


1.5e-48 


174.7 


2 


50-461:569-953 


1139 


PNTB 


NAD(P) transhydrogenase 
beta subunit 


7.6 


-393.3 


1 


62-347 


1139 


Competence 


Competence protein 


8.9 


-106.3 




64 2g7 


1140 


Cdc37 


Cdc37 family 


5.4 


-122.6 


1 


317-539 


1143 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.3e-44 


161.6 


1 






Peptidase A8 


Signal peptidase (SPase) II 






1 


117-211 


1145 


PID 


Phosphotyrosine interaction 
domain (PTB/PID) 


1.7e-99 


343.9 


2 


488-627:661-782 


1145 


WW 


WW domain 


1.7e-08 


41.7 


1 


373-401 


1145 


KdpC 


K+-transporting ATPase, c 
chain 


3.6 


-97.4 


1 


60-245 


1146 


PRA1 


Prenylatedrab acceptor 
(PRA1) 


0.0071 


-32.6 


1 


1-153 
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1147 


DUF214 


Predicted permease 


9.5 








1148 


C2 


C2 domain 


2.1e-30 


114.4 


2 


87-165:240-320 


1149 


Reticulon 


Reticulon 


0.29 


-68.6 


J 





1150 


Reticulon 


Reticulon 


1.8 


-81.1 


_1 




1152 


7tm 1 


7 transmembrane receptor 


2.8e-27 


104.1 


1 


161 410 


1152 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 
(complex I) 


5.3 


-166.1 


1 


90-329 


1153 


WD40 


WD domain, G-beta repeat 


9.8e-06 


32.5 


4 


26-62:73-109:236- 
271:430-467 


1155 


aa permeases 


Amino acid permease 


5.6e-06 


-179.9 


1 




1155 


7tm 5 


7TM chemoreceptor 


1.6 


-156.9 


1 


199-448 


1155 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 


3.7 


-162.9 


1 


306-552 


1155 


Spore_perme 
ase 


Spore germination protein 


5.6 


-193.9 


1 


180-533 


1155 


Aajrans 


Transmembrane amino acid 
transporter p 


6.4 


-205.1 


1 


179-589 
— — — 


1155 


BPD transp 
2 


Branched-chain amino acid 
transport sy 


6.5 


-123.5 


1 


47-327 


1157 


PRA1 


Prenylated rab acceptor 
(PRA1) 


l.le-46 


168.5 


1 


23-149 


1158 


dUTPase 


dUTPase 


5.1e-29 


109.8 


1 


46-167 


1158 


rvp 


Retroviral aspartyl protease 


4.1e-22 


86.9 


1 


179-280 


1158 


G-patch 


G-patch domain 


0.0011 


25.7 


1 


285-329 


1158 


MIP 


Major intrinsic protein 


0.048 


-83.0 


1 


1-111 


1159 


synaptobrevin 


Synaptobrevin 


0.49 


-3.1 


1 


96-184 


1160 


laminin_EGF 


Laminin EGF-like 
(Domains III and V) 


9.5e-132 


451.1 


14 


299-353:356- 

423:426-466:490- 

532:535-578:584- 

627:630-680:683- 

727:1265- 

1308:1311- 

1352:1355- 

1401:1404- 

1452:1686- 

1730:1733-1786 


1160 


laminin_Nter 
m 


Laminin N-terminal 
(Domain VI) 


4e-77 


269.6 


1 


47-297 


1160 


lamininG 


Laminin G domain 


6e-31 


116.2 


3 


2625-2748:3015- 
3138:3185-3313 


1160 


laminin B 


Laminin B (Domain IV) 


l.le-09 


45.6 






1160 


MCPsignal 


Methyl-accepting 
chemotaxis protein 


0.61 


-119.3 


1 


2011-2237 


1160 


TSPN 


Thrombospondin N- 
terminal -like domain 


1.7 


-47.9 


1 


3143-3311 


1160 


filament 


Intermediate filament 
protein 


2.2 


-193.4 


1 


1826-2081 


1160 


DSL 


Delta serrate ligand 


3.3 


-17.5 




472-519 


1160 


OEP 


Outer membrane efflux 
protein 


3.7 


-29.3 




2020-2211 


1160 


EB 


EB module 


6.5 


-10.6 




665-713 


1160 


Apidaecin 


Apidaecin 


7 


7.3 




907-934 


1160 


Acetate_kinas 
e 


Acetokinase family 


8.3 


-242.2 




2093-2412 
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1160 


spectrin 


Spectrin repeat 


8.4 


-20.0 


-i 


2105-2205 


1161 


EGF 


EGF-like domain 


2.2e~26 


101.1 




29-57:60-88: 104- 
140:147-178:185- 

^ 


1161 


EB 


EB module 


1.7 


-4.2 






1161 


metalthio 


Metallothionein 


7.7 


-11.7 


1 


64-133 


1162 


interferon 


Interferon alpha/beta 
domain 


1.5e-17 


71.7 






1163 


IL1 


Interleukin-1 / 18 


8.7e-21 


82.5 






1164 


PDGF 


Platelet-derived growth 
factor (PDGF) 


1.8e-51 


184.4 


1 


52-130 


1165 


IL1 


Interleukin-1 / 18 


3.7e-23 


90.4 






1167 


Palmjhioest 


Palmitoyl protein 
thioesterase 


2.4e-216 


732.1 


1 


28-282 


1168 


serpin 


Serpin (serine protease 
inhibitor) 


1.6e-202 


686.2 


1 


47-415 


1170 


Defensin_pro 
pep 


Defensin propeptide 


1.2e-26 


102.0 


1 


38-90 


1170 


defensins 


Mammalian defensin 


7.3e-14 


59.5 


1 


103-131 


1172 


Yjphosphatas 
e 


Protein-tyrosine 
phosphatase 


1.8e-110 


380.4 


1 


271-499 


1179 


Metallophos 


Calcineurin-like 
phosphoesterase 


l.le-11 


52.3 


1 


70-285 


1184 


MHC_I 


Class I Histocompatibility 
antigen, domains 


6.2c-06 


-5.9 


1 


29-205 


1187 


PLA2_B 


Lysophospholipase catalytic 
domain 


8.3e-53 


18S.9 


1 


357-800 


1187 


C2 


C2 domain 


1.6e-06 


35.1 


1 


46-129 


1189 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding 


2.6e-39 


144.0 


1 


39-188 


1189 


KunitzBPTI 


Kunitz/Bovine pancreatic 
trypsin inhibito 


4.7e-23 


90.0 


— 


031 073-77A 31 Q 


1190 


ig 


Immunoglobulin domain 








3g 


1191 


ig 


Immunoglobulin domain 


4e-07 


37.1 


1 


38-116 


1196 


UPF0185 


Uncharacterised protein 
family (UPF01 85) 


3.6e-41 








1200 


zf-DHHC 


DHHC zinc finger domain 


3.7e-15 


63.8 


; 


87-149 


1201 


KRAB 


KRAB box 


6.6e-22 


86.2 




33-73 


1202 


KRAB 


KRAB box 


6.6e-22 


86.2 




33-73 


1204 


trypsin 


Trypsin 


3e-31 


117.2 




56-239 


1208 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


0.12 


9.2 




38-186 


1212 


LRR 


Leucine Rich Repeat 


2.5e-54 


193.9 


15 


73-96:97-122:123- 
149:150-175:176- 
195:197-220:221- 
246:247-270:292- 
317:318-337:339- 
362:363-388:389- 
408:410-433:434- 
459 


1212 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.24 


17.9 


1 


43-71 


1212 


SCAN 


SCAN domain 


7.2 


-38.8 


1 


88-187 


1213 


Zn_carbOpep 
t 


Zinc carboxypeptidase 


1.9e-61 


217.6 


1 50-285 
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1214 


iS 


Immunoglobulin domain 


5.5 


_2i! 


— 


j 

" 


1216 


death 


Death domain 


2.4 




— 


" 16Q 


1217 


death 


Death domain 


_LI_ 


~TK 




— 


" n 


1221 


Clq 


Clq domain 


3.4e-41 


150.3 


1 




1221 


Collagen 


Collagen triple helix repeat 


2.6e-10 


47.7 


1 


41-1 






(20 copies) 










1223 


pkinase 


Protein kinase domain 


9e-75 


261.8 


— 




1223 


SH3 


SH3 domain 


0.019 


7.4 





423 478 


1223 


UBA 


UBA/TS-N domain 








987-1026 


1224 


vwa 


von Willebrand factor type 


1.2e-05 


29.0 




5 1-242 






A domain 










1225 


abhydrolase 


alpha/beta hydrolase fold 


3.7e-12 


53.8 


1 


111-390 


1225 


abhydrolase_ 


Phospholipase/Carboxyleste 


2.3 


-88.8 


1 


64-270 




2 


rase 










1227 


lectin c 


Lectin C-type domain 


9.6e-29 


108.9 


1 


54-166 


1237 


fibrinogen C 


Fibrinogen beta and gamma 


1.5e-09 


-1.3 


1 


242-385 






chains, C-term 










1257 


LRR 


Leucine Rich Repeat 


9e-65 


228.6 


14 


78-101:102- 










125:126-149:150- 














173:174-197:198- 














22 1 :222-245 :246- 














269:270-293:294- 














317:318-341:342- 














365:366-389:390- 












— 





1257 


LRRCT 


Leucine rich repeat C- 


0.011 


22.3 




423-4/ 






terminal domain 










1257 


LRRNT 


Leucine rich repeat N- 


0.23 


18.0 


1 


24-52 






terminal domain 




— — — — 





- 


1263 


Pep_M12B_p 


Reprolysin family 












ropep 


propeptide 











1263 


disintegrin 


Disintegrin 


2.7e-ll 


_5_L0 


— 


4 1 9-494 


1263 


Reprolysin 


Reprolysin (M12B) family 


7.3e-07 


-22.2 


1 


206-402 






zinc metallo 











1263 


EGF 


EGF-like domain 


2.7 


10.3 







1266 


Clusterin 


Clusterin 








2 394 


1267 


serpin 


Serpin (serine protease 


3.8e-140 


479.0 


1 


80-425 






inhibitor) 










1268 


serpin 


Serpin (serine protease 


6.8e-162 


551.2 


1 


98-461 






inhibitor) 








— — 


1269 


COX6C 


Cytochrome c oxidase 


2.3e-38 


140.9 


1 


1-75 






subunit Vic 











1270 


Cadherin_C_t 


Cadherin cytoplasmic 


4 


-79.4 




~n~™ 




erm 


re g lon 




— 


— 




1271 


spectrin 


Spectrin repeat 


8.2 






^ 


1272 


W2 


eIF4-gamma/eIF5/eIF2- 
epsilon 


7.3 

— 


-26.9 


1 


325-395 


1272 


spectrin 


Spectrin repeat 




"199 


-j 


327-437 


1273 


Rhodanese 


Rhodanese-like domain 


1.5e-48 


174.7 




16-138:165-266 


1274 


trypsin 




2.9e-80 


280.1 




121-346 


1279 


CalpamJII 


Calpain large subunit, 


1.5e-25 


98.3 




30-179 






domain III 










1284 


Ribosomal L 
35p 


Ribosomal protein L35 


2.4 


-18.1 




122-179 


1285 


Ribosomal L 


Ribosomal protein L35 


2.4 


-18.1 




122-179 
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35p 












1287 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-66 


233.0 


9 


173-195:201- 

223:229-251:257- 

279:285-307:313- 

J J J. 34 1-30 J. JOy- 

391:397-419 


1287 


KRAB 


KRAB box 


4.9e-23 


90.0 




14-54 


1287 


zf-BED 


BED zinc finger 


2.4 


-1.9 


. 


186-224 


1287 


LIM 


LIM domain 


9.3 


-19.9 




175-239 


1292 


EGF 


EGF-like domain 


0.36 


17.3 


1 


30-65 


1294 


vwc 


von Willebrand factor type 
C domain 


1.3e-09 


45.4 


1 


69-127 


1295 


zf-C2H2 


Zinc finger, C2H2 type 


5e-50 


179.6 


8 


263-285:319- 

341:347-369:375- 

397:403-425:431- 

453:459-481:487- 

510 


1295 


KRAB 


KRAB box 


8.9e-26 


99.1 




8-48 


1295 


THIS 


Transcription factor S-II 
(TFIIS) 


5.7 


-5.0 


1 


431-469 


1295 


zf-TRAF 


TRAF-type zinc finger 


7.3 


-8.4 


1 


369-419 


1295 


LIM 


LIM domain 


7.7 


-19.2 


1 


321-385 


1296 


zf-C2H2 


Zinc finger, C2H2 type 


3.2e-113 


389.6 


13 


190-212:218- 

240:246-268:274- 

296:302-324:330- 

352:358-380:386- 

408:414-436:442- 

464:470-492:498- 

520:526-548 


1296 


KRAB 


KRAB box 


6.7e-28 


106.1 


1 


14-54 


1296 


zf-BED 


BED zinc finger 


0.51 


4.1 




511-549 


1296 


PHD 


PHD-finger 


2.4 


-13.4 


1 


275-338 


1296 


TFIIS 


Transcription factor S-II 
(TFIIS) 


7.6 


-6.1 




330-368 


1296 


LIM 


LIM domain 


8.1 


-19.4 


1 


388-456 


1299 


hemopexin 


Hemopexin 


7e-25 


96.1 




279-322:324- 

367:369-415:417- 

461 


1299 


Peptidase_Ml 
0 


Matrixin 


8.4e-14 


58.8 


1 


1-176 


1299 


Astacin 


Astacin (Peptidase family 
M12A) 


1.4 


-117.0 


1 


91-238 


1301 


ig 


Immunoglobulin domain 


0.67 


16.4 


1 




1305 


DUF25 


Domain of unknown 
function DUF25 


5.3e-76 


265.9 






1307 


kazal 


Kazal-type serine protease 
inhibitor domain 


1.3e-12 


55.3 




21-68 


1309 


Defensin_pro 
pep 


Defensin propeptide 










1309 


defensins 


Mammalian defensin 


7.3e-14 


59.5 




139-167 


1312 


ras 


Ras family 


2.7e-59 


210.4 




64-253 


1312 


GTPJEFTU 


Elongation factor Tu GTP 
binding domain 


0.91 


-79.4 




61-226 


1312 


arf 


ADP-ribosylation factor 
family 


4.3 


-116.7 


1 


46-226 
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— 




1314 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-51 


185.1 




1£1 1 Q<- 1 Q1 












213:219-241:247- 














J.Oy.2, 1 j-Zy 1 . 














325:331-353:359- 










— 




^| 2g5 


- 


— — 


LIM domain 


— 




-j 

— 




- 

1314 


~F55 


PHD-finger 


~25 


~rts — 




304*367 


1314 


zf-BED 


BED zinc finger 


2.8 


-2.4 


1 


232-270 


1315 


Keratin_B2 


Keratin, high sulfur B2 


0.0035 


-30.0 


1 


13-154 






protein 











1316 


Keratin_B2 


Keratin, high sulfur B2 


3.6e-15 


63.8 


1 


23-154 






protem 










—————— 


1317 


Keratin_B2 


Keratin, high sulfur B2 


8.2e-20 


79.2 


2 


20-163:164-295 






protein 











1318 


Keratin_B2 


Keratin, high sulfur B2 
protein 


5.5 


-79.9 

— — 


1 

— 


3-172 

— — — — — — 


1319 


zf-C2H2 


Zinc finger, C2H2 type 


Q 

2.9e-52 


187.1 


7 


33-55:61-83:89- 














111*117-139*145- 














167* 173-195"201- 










— — 





223 


_1319 — 


PHD 


PHD-finger 


1 — 7, 


-1L8 


— 




1319 


zf-BED 


BED zinc finger 


3.4 


-3.2 


J 


7 


1321 


Keratin_B2 


Keratin, high sulfur B2 


0.00014 


-8.3 


1 


23-193 






protein 








— 


1331 


ig 


Immunoglobulin domain 


9.7e-06 


32.5 


1 





1332 


Kunitz_BPTI 


Kunitz/Bovine pancreatic 


2.2e-18 


74.5 


1 


76-126 






trypsin inhibito 










1333 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-55 


196.3 


7 


199-221:227- 












249* 255-277' 283- 














305*31 1 -333*339- 










— — 


— 


361*367-389 


1333 


KRAB 


r 

KRAB box 


— s^m 









1333 


zf-BED 


BED zinc finger 


rc~JL — 






240-278*352-390 


1336 


vwa 


von Willebrand factor type 


0.0038 


— — 

-6.1 





32-193 






A domain 










1336 


TIG 


IPT/TIG domain 


— 

_Lz 


— 

_4 I 5 




— 


199-291 


1337 


vwa 


von Willebrand factor type 


0.0038 


-8.1 




32-193 






A domain 










1337 


TIG 


IPT/TIG domain 


1.4 


45 . 


1 


19 - ;L291 


1339 


PMP22_Clau 


PMP- 


0.0088 


-16.3 


1 


4-203 




din 


22/EMP/MP20/Claudin 














family 






— 




1340 


PMP22_Clau 


^'/imnnn/n J* 


— — — 

0.0019 


— — 

-4.7 




XTo 




din 


22/EMP/MP20/Claudin 














vh"^ y t r 


— 




— 






1341 


— — 

PsaL 


Pnotosys em reac ion 






11.8 




"2TTO6 






centre subumt Al 
















j ge 


~58 5 


-z 


81-158:204-278 


1344 


MARCKS 


MARCKS family 


6.7 


-95.4 


1 


124-395 


1347 


ig 


Immunoglobulin domain 


1.2e-07 


38.9 


2 


168-226:276-330 


1348 


ig 


Immunoglobulin domain 


1.5e-18 


75.1 


3 


157-217:269- 












325:373-427 


1348 




picornavirus capsid protein 


1.4 


-52.0 


1 


28-258 


1353 


LRR 


Leucine Rich Repeat 


2e-39 


144.4 


9 


120-143:144- 














167:168-191:192- 
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215:216-239:240- 
263 :264-287:3 1 1- 
334:335-358 


1353 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0066 


23.1 


1 


92-119 


1353 


LRRCT 


Leucine rich repeat C- 
terminal domain 


1.5 


4.9 


1 


368-418 


1353 


Bgal_small_C 


Beta galactosidase small 
chain, C termin 


6.6 


-44.4 


1 




1354 


oxidored_q4 


NADH- 

uhiquinone/plastoquinone 
oxidoreduct 


5.8 


-35.2 


1 


60-142 

— — 


1356 


ig 


Immunoglobulin domain 


2.1e-17 


71.3 


3 


37-106:138- 


1357 


CD36 


CD36 family 


3.9e-231 


781.3 






1358 


DUF139 


Cysteine rich repeat 
(DUF139) 


1.2e-08 


42.2 


4 


195-211:245- 

261:288-304:316- 

332 


1359 


ig 


Immunoglobulin domain 


1.6e-06 


35.1 


— 


4 1- 124: 1 56-230 


1359 


Gag MA 


Matrix protein (MA), pl5 


0.0044 


-25.2 


-i 




1360 


ion trans 


Ion transport protein 


0.0031 


24.2 


1 


285*445 


1360 


DUF214 


Predicted permease 


8.6 


-67.8 


1 


202-378 


1363 


spectrin 


Spectrin repeat 


9.5e-22 


85.7 


6 


226:229-340:372- 
476:678-785:788- 
896 


1363 


Remorin C 


Remorin, C-terminal region 


3.5 








1366 


Clq 


Clq domain 


2.1e-31 


117.8 


1 


266-390 


1366 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.00029 


19.8 




182-241 


1367 


rnaseA 


Pancreatic ribonuclease 


l.lc-34 


128.7 


1 


27-132 


1368 


3HCDH_N 


3-hydroxyacyl-CoA 
dehydrogenase, NAD 
binding 


0.0021 


-60.2 


1 


50-141 


1369 


3HCDH_N 


3-hydroxyacyl-CoA 
dehydrogenase, NAD 
binding 


0.25 


-91.5 


1 


50-153 


1371 


voltage_CLC 


Voltage gated chloride 
channel 


3.1e-199 


675.3 


1 


92-528 


1371 


CBS 


CBS domain 


4.9e-16 


66.7 


2 


559-617:761-814 


1371 


PH04 


Phosphate transporter 
family 


4.1 


-199.1 


1 


129-495 


1371 


K trans 


K+ potassium transporter 


5.8 






267 


1371 


7tm 5 


7TM chemoreceptor 


6.3 


-167.6 


1 


254-486 


1372 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


0.2 


-84.7 


1 


82-199 


1373 


ldh_C 


lactate/malate 
C-t 


0.69 


-61.5 


1 


38-200 


1374 


disintegrin 


Disintegrin 


7.2 


-30.4 


1 


241-306 


1375 


Peptidase_Cl 


Papain family cysteine 
protease 


le-120 


414.5 


1 


114-332 


1376 


7tm 1 


7 transmembrane receptor 


2.6e-50 


180.6 


1 


48-454 


1376 


7tm 5 


7TM chemoreceptor 


1 


-153.3 


1 


26-453 


1376 


Sec62 


Translocation protein Sec62 


1.4 


-124.2 


1 


307-477 
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1376 


DUF280 


Caenorhabditis protein of 
unknown function 


5.6 


-141.0 




93-274 

" 


1376 


Sre 


C. elegans Sre G protein- 
coupled chemorece 


7.2 


Ta — 

-136.9 




1-503 


1376 


Colicin im 


Colicin immunity protein 




~~6T3 




365-466 


1378 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


4.9e-09 


32.5 




250-500 


1378 


GPS 


Latrophilin/CL-l-likeGPS 
domain 


0.38 


4.4 




197-248 


1378 


Competence 


Competence protein 


5.9 


-102.8 




240-490 


1380 


MAGE 


MAGE family 


1.4e-91 


317.7 




^323 


1381 


ion trans 


Ion transport protein 


0.065 








1381 


ABC2_memb 


ABC-2 type transporter 


6.1 


-130.1 




150-339 


1381 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 


6.2 


-167.5 




51-322 


1381 


OATP_C 


Organic Anion Transporter 
Polypeptide 


9.5 


-236.4 




80-321 


1382 


is 


Immunoglobulin domain 


7e-12 


52.9 




37-128: 160-241 


1385 


MHCJ 


Class I Histocompatibility 
antigen, domains 


9.3e-06 








1388 


pro_isomeras 
e 


Cyclophilin type peptidyl- 
prolyl cis-tr 


7e-88 








1390 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


5.3e-06 








1391 


Reticulon 


Reticulon 


6.4 








1392 


Collagen 


Collagen triple helix repeat 


0.92 


-48.2 




27-84 


1392 


MDM2 


p53-associated protein 
(MDM2) 


5.1 


-12.8 




92-155 


1392 


Cytidylyltrans 


Phosphatidate 
cytidylyltransferase 


9.4 


-91.4 




141-242 


1393 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.6e-12 


55.0 






1393 


DUF40 


Domain of unknown 
function DUF40 


5.7 


-131.9 




97-267 


1395 


tafofi 


Trefoil (P-type) domain 


3.9 


-11.1 




28-53 


1397 


fh3 


Fibronectin type III domain 


4.7e-78 


272.7 


5 


533-619:631- 

717:734-833:854- 

939:951-1039 


1397 


ig 


Immunoglobulin domain 


3.7e-42 


153.5 


5 

— 


154-227:261- 

318"362-418"453- 

511:1253-1316 


1398 


DUF300 


Domain of unknown 
function 










1404 




Immunoglobulin domain 


2.9e-08 


40.9 




42-99:139-198 


1409 


ig 


Immunoglobulin domain 


8.1e-30 


112.5 


3 


142-199:263- 
321:359-438 




Tissue fac 


Tissue factor 


0.26 


-135.2 


1 


1-267 


1410 


HRM 


Hormone receptor domain 


8.4 


-13.9 


1 


28-101 


1412 


FecCD 


FecCD transport family 


7.2 


-218.5 


1 


144-342 


1413 


Metallothio_P 


Prokaryotic metallothionein 


6.2 


-8.0 


1 


464-511 


1414 


mito_carr 


Mitochondrial carrier 
protein 


3.5e-64 


226.7 


3 


40-130:137- 
227:238-322 


1416 


ig 


Immunoglobulin domain 


0.0011 


25.6 


1 


57-112 
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1417 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


6.6e-06 


33.1 


1 


27-67 


1418 


Synaptophysi 


Synaptophysin / 
synaptoporin 


6.9e-71 


248.9 




27 272 — ■ 


1419 


PMP22_Clau 
din 


PMP- 

22/EMP/MP20/Claudin 
family 


5.2e-18 


73.3 

-— 


1 




4-165 


1421 


Ammonium_t 
ransp 


Ammonium Transporter 
Family 


8.5e-18 


72.6 




3g3 


1421 


FecCD 


FecCD transport family 


1.8 


-206.7 


1 


97-311 


1421 


Bac_chlorC 


Bacteriochlorophyll C 
binding protein 


5.8 


-12.0 




1 

— 


212-289 


1423 


rnaseA 


Pancreatic ribonuclease 




^ e " 29 




— 


. 


1424 


PCI 


PCI domain 




"TT 




g4 " 133 


1424 


Nrap 


Nrap protein 


9.7 


-257.5 


1 


162-764 


1425 


CbiM 


CbiM 


_M 


"^•^ 







1427 


LRR 


Leucine Rich Repeat 


4.5e-26 


100.0 

— 


— 


3-2627-50:51- 
74:76-99:100- 
123:124-144 


1427 


fh3 


Fibronectin type III domain 


2,7e "^ 8 


— 


— 




1427 


ig 


Immunoglobulin domain 




~ 3 y| 


— 


225-283 


1427 


LRRCT 


Leucine rich repeat C- 
terminal domain 











142S 


GRAM 


GRAM domain 


0.067 


13.1 




177-245 


1429 


YGGT 


YGGT family 


7.4 


-24.4 




147-217 


1431 


Papilloma E5 


Papillomavirus E5 


6.7 


~fi^ — 


_i 


169^326 


1435 


Rhomboid 


Rhomboid family 


1.5e-45 








1435 


efhand 


EFhand 


3.8 


11.0 


1 


38-66 


1437 


Sema 


Sema domain 


7e-202 


684.1 


1 


102-513 


1437 


tspj 


Thrombospondin type 1 
domain 


l.le-42 


155.3 




589-637:644- 
695:702-746:833- 
8 S3 "890-940" 945- 


1437 


PSI 


Plexin repeat 


2.5e-14 


61.0 


1 


531-578 


1438 




Ankyrin repeat 


2e-15 


64.7 


3 


336-368:383- 


1438 


ion trans 


Ion transport protein 


9.4e-07 


35.9 


1 


615-817 


1439 


ank 


Ankyrin repeat 


3.3e-12 






417-449:464- 
499:549-579 


1439 


ion Irans 


Ion transport protein 










1442 


LRR 


Leucine Rich Repeat 


3.2e-20 


80.6 


5 


57-80:81-104:105- 
176 


1442 


LRRCT 


Leucine rich repeat C- 
terminal domain 


2.3e-07 


37.9 






1442 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00013 


28.8 






1443 


7tm_2 


7 transmembrane receptor 
(Secretin family) 








166-476 


1443 


HMG_box 


HMG (high mobility group) 
box 


3.1e-05 


30.8 




3-76 


1443 


GPS 


Latrophilin/CL-l-like GPS 
domain 


0.0066 


19.1 


1 


110-162 


1443 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.9 


-107.5 


1 


255-473 
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1443 


Frizzled 


Frizzled/Smoothened family 
membrane region 


3.3 








1444 


DUF214 


Predicted permease 


0.0051 








1444 


secY 


eubacterial secY protein 


1.1 


-230.8 


1 


13-270 


1448 


ribonuc_red_s 
m 


Ribonucleotide reductase, 
small chain 


5.6 


-142.1 


1 


529-805 


1452 


mito_carr 


Mitochondrial carrier 
protein 


8.4e-58 


205.5 


2 


27-123:124-217 


1454 


mito_carr 


Mitochondrial carrier 
protein 


0.00049 


22.3 


2 


79-179:198-287 


1455 


WD40 


WD domain, G-beta repeat 


2.7e-26 


100.8 


4 


64-99:105- 

141 :235-273 :279- 


1456 


Furin-like 


Furin-like cysteine rich 
region 


6.1e-89 


308.9 


1 


172-328 


1456 


Recep_L_do 


Receptor L domain 


3.1e-80 


2S0.0 


2 


46-169:345-471 


1456 


pkinase 


Protein kinase domain 


7e-65 


229.0 


1 


986-1258 


1456 


fh3 


Fibronectin type III domain 


0.2 


11.5 


-? 


604-794:814-909 


1456 


fer4 


4Fe-4S binding domain 


3.7 








1456 


Keratin_B2 


Keratin, high sulfur B2 
protein 


5.2 


-79.5 


1 


143-285 


1456 


TIL 


Trypsin Inhibitor like 
cysteine rich d 


6.3 


-13.2 


1 


221-279 


1462 


Peptidase Ml 
0 


Matrixin 


1.5e-79 


277.7 


1 


62-227 


1462 


hemopexin 


Hemopexin 


1.4e-10 


48.6 


1 


309-350 


1463 


Armadillo_se 
g 


Armadillo/beta-catenin-like 
repeat 


0.028 


21.0 




549-591:641- 
685:686-737:738- 


1466 


C2 


C2 domain 


6.5e-07 


36.4 


1 


219-304 


1468 


RTC 


RNA 3'-terminal phosphate 
cyclase 


6.1e-05 


-118.8 


1 


9-196 


1476 


CN_hydrolas 


Carbon-nitrogen hydrolase 


0.0014 


-76.2 


1 


64-341 


1477 


zf-C2H2 


Zinc finger, C2H2 type 








267-289:294- 
317:419-442 


1477 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


7.1 


-7.0 


1 

— 


269-299 


1478 


Euk porin 


Eukaryotic porin 


- - ^ 


— 




Tl42 


1482 


ras 


Ras family 


0.24 


-121.5 


1 


389-513 


1484 


BTB 


BTB/POZ domain 


g'^ 6 "^ 


~loT2 — 




^goy 


1487 


rvt 


Reverse transcriptase 






1 




1489 


Galactosyl_T 
2 


Galactosyltransferase 


4.7e-177 


601.6 


1 


97-404 




1489 


TT ORF2 


TT viral ORF2 


9 


-98.0 


1 


^ 3 ^ 53 


1490 


Orexin 


Prepro- orexin 


8.3 


-32.3 


-j 








C-terminal domain 


0.00059 






2-155 


1493 


NUDIX 


NUDIX domain 


0.0011 


21.7 


1 


297-439 


1496 


Big_2 


Bacterial Ig-like domain 
(group 2) 


4.5e-16 


66.8 


1 


1177-1258 


1497 


ig 


Immunoglobulin domain 


1.9e-10 


48.2 


1 


38-112 


1498 


aldo ket red 


Aldo/keto reductase family 


3.7e-08 


-8.7 


1 


108-367 


1502 


Caveolin 


Caveolin 


1.6e-06 


13.3 


1 


90-262 
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1504 


sushi 


Sushi domain (SCR repeat) 


8.2e-16 


66.0 


2 


223-281:286-344 


1511 


zf-C2H2 


Zinc fmger, C2H2 type 


l.le-16 


68.9 


2 


341-363:369-391 


1511 


KRAB 


KRAB box 


4.9e-09 


43.5 


1 


230-268 


1511 


zf-BED 


BED zinc finger 


4.1 


-3.9 


1 


354-392 


1516 


CBS 


CBS domain 


1.4e-30 


115.0 


3 


189-243:264- 
317:336-389 


1517 


zf-C2H2 


Zinc finger, C2H2 type 


2.4e-128 


439.8 


18 




279-301:307- 

329:335-357:363- 

385:391-413:419- 

441:447-469:475- 

497:503-525:868- 

890:896-918:924- 

946:952-974:980- 

1002:1008- 

1030:1036- 

1058:1064- 

1086' 1092-11 14 


1517 


KRAB 


KRAB box 


^ e ~ 40 






/4-1 14.051- / ID 


1517 


PHD 


PHD-fmger 




"ToT — 


~1 


897-960 


1517 


SCAN 


SCAN domain 


1.6 


-32.1 


1 


544-624 


1517 


LIM 


LIM domain 


5.4 








1517 


BolA 


BolA-like protein 


6.1 


-25.1 


1 


283-347 


1517 


TFIIS 


Transcription factor S-II 
(TFIIS) 


9.1 






952-990 


1518 


ig 


Immunoglobulin domain 


le-06 


_35 1 7 


— 


38 ~^ 2 — — — 


1521 


CoA trans 


Coenzyme A transferase 


l.le-161 


~iPH) — 




42-261:271-472 


1521 


TGF-beta 


Transforming growth factor 
beta like domain 


6.8e-64 








1523 


Reprolysin 


Reprolysin (M12B) family 
zinc mctallo 


6.6e-95 


328.7 






1523 


Pep_M12B_p 
ropep 


Reprolysin family 
propeptide 


2e-27 


104.5 






1523 


disintegrin 


Disintegrin 


1 .9e-14 


61.5 






1523 


EGF 


EGF-like domain 


0.0092 


22.6 


1 ■ 


661-693 


1523 


VSP 


Giardia variant-specific 
surface prot 


4.9 


-258.5 


~ 


428-750 


1523 


Keratin_B2 


Keratin, high sulfur B2 
protein 


7.2 


-81.7 




427-538 


1524 


DSPc ! 


Dual specificity 
phosphatase, catalytic doma 


3.6e-71 


249.9 


1 


102-241 


1527 


Spermine syn 
th 


Spermine/spermidine 
synthase 


8.2e-13 


56.0 


1 


254-440 


1528 


efhand 


EF hand 


3.4e-10 


47.3 


4 


65-91:145- 

173:329-357:365- 

393 


1529 


Epimerase 


NAD dependent 
epimerase/dehydratase 


0.66 


-192.0 


1 


10-451 


1530 


rvt 


Reverse transcriptase 


7.7e-69 


242.1 


1 


125-395 


1531 


RPH3A_effec 
tor 


Rabphilin-3A effector 
domain 


1.9e-09 


-6.1 


1 


161-339 


1533 


TPR 


TPR Domain 


3.7e-10 


47.2 


3 


220-253:444- 
477:478-511 


1533 


CENP-B 


CENP-B protein 


1.2e-06 


-7.7 


1 


541-671 


1534 


SAM 


SAM domain (Sterile alpha 


0.045 


18.0 


1 


688-752 
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motif) 










1534 


Atrophin-1 


Atrophin-1 family 


7.9 


-679.9 






1538 


pldnase 


Protein kinase domain 


1.5e-20 


81.7 


1 


42-242 


1540 


zf-C2H2 


Zinc finger, C2H2 type 


0.00035 


27.3 


1 


725-750 


1541 


COLFI 


Fibrillar collagen C-terminal 
domain 


3.9e-163 


555.3 


1 


624-841 


1541 


Collagen 


Collagen triple helix repeat 
(20 copies) 


2.2 


-55.6 


1 


538-597 


1541 


TT ORF2 


TT viral ORF2 


3.9 


-93.3 


1 


508-610 


1542 


BGF 


EGF-like domain 


2.6e-ll 


51.0 




916-947:1004- 
1044:1050-1094 


1542 




Granulin 


6.3 


-17.2 




1019-1074 


1542 


TIL 


Trypsin Inhibitor like 
cysteine rich domain 


9.4 


-15.2 


1 


938-1004 


1543 


ig 


Immunoglobulin domain 


1.5e-10 


48.5 




38-112 


1544 


UCH-1 


Ubiquitin carboxyl-terminal 
hydrolases famil 


8.5e-15 


62.6 


1 


477-508 


1544 


UCH-2 


Ubiquitin carboxyl-terminal 
hydrolase family 


7.3e-13 


56.2 




759-811 


1544 


zf-UBP 


Zn-fmger in ubiquitin- 
hydrolases and other 


0.011 


20.7 


1 


350-420 


1545 


spectrin 


Spectrin repeat 


2.8 


-14.5 


1 


696-803 


1546 


LRR 


Leucine Rich Repeat 


l.le-30 


115.3 


9 


132-155:156- 

179:180-199:201- 

224:250-269:271- 

294:295-318:319- 

341:342-365 


1546 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00082 


26.1 


1 


62-84 


1547 


Allantoicase 


Allantoicase repeat 


7e-70 


245.6 


2 


116-271:376-476 


1547 


DCX 


Doublecortin 


3.3c-17 


70.6 


1 


611-671 


1551 


Peptidase S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 


1 


389-469 


1551 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


1.4 


-267.4 


1 


1-385 


1551 


DLH 


Dienelactone hydrolase 
family 


4.7 


-96.4 




355-597 


1552 


Orn_DAP_Ar 
g deC 


Pyridoxal-dependent 
decarboxylase, C- 


1.3e-05 


23.1 


1 


84-202 


1555 


rvt 


Reverse transcriptase 


0.00015 


7.9 


1 


505-718 


1557 


rvt 


Reverse transcriptase 


1.4e-69 


244.6 


1 


247-520 


1557 


RcbX 


RbcX protein 


1.8 


-79.3 






1558 


RhoGEF 


RhoGEF domain 


9.1e-26 


99.0 


1 


971-1155 


1558 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-12 


53.6 


1 


159-234 


1558 


PH 


PH domain 


0.081 


19.5 




1199-1312 


1558 


RGS 


Regulator of G protein 
signaling domain 


2.5 


-34.3 


1 


465-577 


1559 


pkinase 


Protein kinase domain 










1560 


FH2 


Formin Homology 2 
Domain 


4e-105 


362.7 




595-1038 


1561 


Keratin_B2 


Keratin, high sulfur B2 
protein 


9.6 


-83.6 




136-235 


1565 


HMG_CoA_s 
ynt 


Hydroxymethylglutaryl- 
coenzyme A synthas 


6.5e-300 


1009.7 




50-582 


1568 


GCV H 


Glycine cleavage H-protein 


4.3e-77 


269.5 




65-185 
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1570 


DLH 


Dienelactone hydrolase 
family 


0.039 


-69.3 


1 


168-431 


1577 


Peptidase Ml 


Peptidase family Ml 


5.6e-74 


259.2 


1 


42-399 


1577 


DUF59 


Domain of unknown 
function DUF59 


1.8 


-24.4 




188-265 


1579 




RNA recognition motif. 


0.0082 


22.8 




823-891 


1579 


zf-C2H2 


Zinc finger, C2H2 type 


9.5 


9.5 


i 


584-608 


1580 




Serpin (serine protease 
inhibitor) 


2.1e-107 


370.3 




37-541 


1581 


CH 


Calponin homology (CH) 
domain 


0.012 


13.5 


1 


84-181 


1582 


LRR 


Leucine Rich Repeat 


9.6e-38 


138.8 


12 


70-93:94-117:118- 
141:142-165:166- 
189:190-213:214- 
237:238-261:262- 
285:286-310:311- 
335:336-359 


1582 


LRRCT 


Leucine rich repeat C- 
terminal domain 


5.6e-12 


53.2 


1 


369-421 


1582 




Immunoglobulin domain 


1.9e-05 


31.5 




438-499 


1582 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0099 


22.5 


1 


28-68 


1583 


Nucleoplasmi 


Nucleoplasm^ 


4.4 


-94.1 


1 


131-199 


1587 


IBR 


IBR domain 


1.3e-13 


58.7 


1 


237-298 


1587 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.0053 


20.0 


1 


168-213 


1591 


TPR 


TPR Domain 


4.1e-13 


57.0 


3 


254-287:288- 
321:322-355 


1592 


PHD 


PHD-finger 


0.042 


2.9 


2 


684-725:1117- 
1163 


1592 


DNA ligase 
ZBD 


NAD-dependent DNA 
ligase C4 zinc finge 


5.2 


0.3 


1 


904-927 


1593 


Collagen 


Collagen triple helix repeat 
(20 copies) 


5.9 


-64.0 


1 


302-360 


1593 


LIM 


LIM domain 


5.9 


-18.2 


1 


841-870 


1595 


Peptidase Ml 


Peptidase family Ml 


6.4e-44 


159.3 


1 


7-279 


1600 


thyroglobulin 
1 


Thyroglobulin typc-1 repeat 


3.1e-06 


34.1 


1 


38-118 


1604 


ig 


Immunoglobulin domain 


7 


8.2 


1 


58^644 


1605 


PHD 


PHD-finger 


0.59 


-7.8 






1606 


zf-CXXC 


CXXC zinc finger 


1.7e-21 


84.9 


1 


50-96 


1606 


F-box 


F-box domain 


5e-06 


33.4 




545-602:713-762 


1606 


PHD 


PHD-finger 


0.062 


1.3 


1 


207-271 


1606 


rubredoxin 


Rubredoxin 


3.6 


-9.0 


' 1 


229-276 


1611 


L27 


L27 domain 


3.5 


5.2 


-j 


285-341 


1612 


fe3 


Fibronectin type HI domain 


0.68 


5.6 




357-443 


1613 




RNA recognition motif. 


3.8e-14 


60.4 






1614 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2.2e-26 


101.1 




52-145 


1616 


ldl_recept_a 


Low-density lipoprotein 
receptor domain 


0.12 


8.2 




68-114 


1616 


Tropomyosin 


Tropomyosin 


7.3 


-118.6 




216-441 


1617 


B56 


Protein phosphatase 2A 
regulatory B subunit 


3.3 


-315.0 




146-232 



WO 03/054152 



PCT/US02/39555 
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1618 


SI 


S I RNA binding domain 


6.7e-10 


46.3 


1 


352-429 


1618 


HHH 


Helix-hairpin-helix motif 


3.8 


12.3 






1619 


trypsin 


Trypsin 


5.9e-09 


43.2 


1 


30-190 


1623 


Flgl 


Flagellar P-ring protein 


6.7e-19 


76.2 




46-257 


1623 


FlgH 


Flagellar L-ring protein 


1.5 


-75.1 


1 


1-73 


1624 


Dihydroorota 


Dihydroorotase-like 


9.9 


-195.7 


1 


1-187 


1625 


Semialdhyde_ 
dhC 


Semialdehyde 
dehydrogenase, dimerisat 


1.3e-54 


194.8 


1 


137-338 


1625 


Semialdhyde 
dh 


Semialdehyde 
dehydrogenase, NAD bindi 


2.3e-23 


91.1 


1 


7-128 


1626 


FDX-ACB 


Ferredoxin-fold anticodon 
binding domain 


le-43 


158.6 


1 


83-176 


1628 


HTH_1 


Bacterial regulatory helix- 
turn-helix 


1.5e-13 


58.4 


1 


7-66 


1628 


LysR_substra 
te 


LysR substrate binding 
domain 


2.5e-08 


41.1 


1 




1628 


Hpt 


Hpt domain 


7.8 


-35.7 






1631 


PEP- 

utilizers C 


PEP-utilizing enzyme, TIM 
barrel doma 


1.5e-10 


-43.4 


1 


58-174 


1632 


OTCace 


Aspartate/ornithine 
carbamoyltransferase, A 


0.24 


-67.2 


1 


432-546 


1632 


Replicase 


Replicase family 


2.9 


-102.2 




^ 


1634 


ribonuclease 
T2 


Ribonuclease T2 family 


0.00089 


-47.2 


1 


31-165 


1638 


efhand 


EF hand 


5.9e-10 


46.5 




38-66:74-102:111- 
139:147-175 


1639 


PCI 


PCI domain 


0.013 


19.5 




165-246 


1641 


Cys knot 


Cystine-knot domain 


0.011 


-2.5 


1 


227-337 


1641 


DAN 


DAN domain 


0.28 


-29.8 


-j 


199-327 


1643 


Ribosomal L 

23 


Ribosomal protein L23 


9.6e-13 


55.8 




197-276 


1645 


tspj 


Thrombospondin type 1 
domain 


0.0026 


21.0 


5 


420-476:480- 

534:541-601:607- 

663:669-718 


1647 


Arginosuc_sy 
nth 


Arginosuccinate synthase 


1.3e-07 


-97.2 






1651 


vwa 


von Willebrand factor type 
A domain 


l.le-33 


125.4 


1 


89-326 


1652 


ig 


Immunoglobulin domain 


2.4e-09 


44.5 


2 


34-117:220-296 


1658 


thiored 


Thioredoxin 


6.9e-104 






324-432:459-570 


1658 


glutaredoxin 


Glutaredoxin 


7.4 


-4.2 


1 


482-544 


1662 


Hist deacetyl 


Histone deacetylase family 


5.9e-61 


215.9 




857-1434 


1666 


wap 


WAP-type (Whey Acidic 
Protein) 'four-disulfi 


7.4e-l5 


62.8 


1 


72-116 


1667 


KRAB 


KRAB box 


le-26 


102.2 




106-146 


1672 


ig 


Immunoglobulin domain 


3.5e-ll 


50.6 




146-203:245- 
295:331-405 


1674 


Transposase 
22 


LI transposable element 


1.5e-51 


184.7 




6-281 


1676 


Ribosomal S 

2 


Ribosomal protein S2 


0.19 


-72.3 




48-145 


1677 


Patatin 


Patatin-like phospholipase 


1.4e-36 


135.0 




132-301 


1678 


ig 


Immunoglobulin domain 


7.6 


7.9 




35-126 


1678 


Gemini mov 


Geminivirus putative 


9.4 


-42.6 




51-131 



WO 03/054152 



PCT/US02/39555 
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movement protein 










1684 


adh short 


short chain dehydrogenase 


1.3e-32 


121.8 




2-244 


1685 


UPAR LY6 


u-PAR/Ly-6 domain 


0.0039 


12.2 




131-213 


1686 


pkinase 


Protein kinase domain 


2e-43 


157.7 




553-900 


1686 


Huntingtin 


Huntingtin 


7.3 


-163.8 




520-893 


1687 


HRM 


Hormone receptor domain 


7.Se-05 


29.5 




82-134 


1688 


SH3 


SH3 domain 


5.4e-22 


86.5 




150-206 


1690 


ACAT 


Sterol O-acvltransferase 


6 


-109.5 




181-304 


1693 


LRR 


Leucine Rich Repeat 


4.3e-34 


126.7 


10 


505-528:529- 

554:555-573:575- 

598:613-632:634- 

657:659-684:686- 

708:709-732:738- 


1694 


SH3 


SH3 domain 


0.00089 


19.6 


1 


19-73 


1697 


Metallothio 1 
1 


Metallothionein family 1 1 


5.8 


-11.1 




36-81 


1701 


cystatin 


Cystatin domain 


0.01 


11.8 


1 




1704 


TPR 


TPR Domain 


9 


6.5 


1 


122-155 


1705 


Ribosomal S 
26e 


Ribosomal protein S26e 


2.1e-16 


68.0 


1 


133-231 


1706 




Ankyrin repeat 


5.5e-30 


113.1 


3 


381-413:414- 
446:450-482 


1706 


TPR 


TPR Domain 


1.6e-06 


35.1 


4 


3-36:43-76:164- 
197:205-238 


1706 


LRR 


Leucine Rich Repeat 


0.0014 


25.4 


4 


716-743:744- 

764:775-802:835- 

859 


1706 


Tropomoduli 
n 


Tropomodulin 


2.6 


-158.7 


1 


248-839 


1708 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-23 


90.4 


4 


51-74:205- 

227:233-255:261- 

284 


1708 


zf-BED 


BED zinc finger 


7.7 


-6.3 


1 


246-285 


1709 


Pep_M12B_p 
ropep 


Reprolysin family 
propeptide 


0.055 


-20.1 


1 


120-202 


1710 


TIG 


IPT/TIG domain 


1.3e-100 


347.7 


10 


620-705:708- 

788:793-876:883- 

988:1084- 

1169:1174- 

1254:1257- 

1336:1341- 

1423:1424- 

1511:1516-1602 


1711 


pp-binding 


Phosphopantetheine 
attachment site 


0.048 


12.0 


1 


201-255 


1711 


HK 


Hydroxyethylthiazole 
kinase family 


2.9 


-161.9 


1 


12-232 


1711 


ketoacyl-synt 


Beta-ketoacyl synthase, N- 
terminal doma 


4 


-114.1 




265-397 


1712 


IGFBP 


Insulin-like growth factor 
binding pr 


8.8e-26 


99.1 




40-99 


1712 


thyroglobulin 
1 


Thyroglobulin type- 1 repeat 


4.6e-05 


29.5 




264-323 


1714 


Paralemmin 


Paralemmin 


4.2e-26 


100.1 




101-439 
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1715 


rvt 


Reverse transcriptase 


3.1e-08 


40.8 


1 


2-147 


1717 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal r 


0 


1082.3 






1717 


A2M 


Alpha-2-macroglobulin 
family 


0 


1184.5 






1717 


TCTP 


Translationally controlled 
tumor protein 


0.0013 


-47.0 


1 


1172-1249 



1717 


prenyltrans 


Prenyltransferase and 
squalene oxidase re 


7.6 


3.0 




1296-1332 


1717 


TSPN 


Thrombospondin N- 
terminal -like domain 


8.2 


-57.8 


1 


34-202 




1718 


cadherin 


Cadherin domain 


9.7e-29 


108.9 




68-159:341- 
425:439-543 


1721 


MB OAT 


MBOAT family 


0.38 








1722 


p450 


Cytochrome P450 


9.4e-48 


172.1 


1 


86-527 


1723 


DUF270 


Protein of unknown 
function, DUF270 


0.12 


-272.7 


1 


9-284 




1725 


ig 


Immunoglobulin domain 


0.75 


16.2 


— 




1729 


PA 


PA domain 


1.4e-29 






g2i 626 


1729 


Qlyco hydro 
47 


Glycosyl hydrolase family 
47 


6.2e-13 


28.4 


1 


99-364 
— 


1731 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.1e-62 


220.2 


1 


50-293 


1731 


7tm 5 


7TM chemoreceptor 


1.7 


-157.3 


1 


31-289 


1731 


7tm 3 


7 transmembrane receptor 


6.1 


-155.5 


-i 


39 302 


1732 


ig 


Immunoglobulin domain 


9.3e-16 




2 


49- 1 25 : 1 69-240 


1732 


Adeno E3 C 
Rl 


Adenovirus E3 region 
protein CR1 


8.5 


-24.2 




171-251 


1734 


p450 


Cytochrome P450 


0.0069 


-119.1 


1 


51-492 


1735 


profilin 


Profilin 


5.1e-06 


33.3 






1735 


Transposase 
22 


LI transposable element 


0.00026 


-102.7 


i 


731-1016 


1735 


KE2 


KE2 family protein 


7.8 


-47.5 


l 


765-838 


1739 


IL3 


Interleukin-3 


8.7 


-38.1 
21.2 


1 


121-224 


1742 
1743 


PAS 

transmembran 
e4 


PAS domain 
Tetraspanin family 


0.024 
0.87 


-77.9 


i 


5-194 


1744 


Dyneinjieav 

y 


Dynein heavy chain 


2e-253 


855.3 


i 


4-781 


1745 


SCP 


SCP-like extracellular 
protein 


9.8e-36 


132.1 






1745 


granulin 


Granulin 


0.32 


-8.1 






1749 


sugarjr 


Sugar (and other) 
transporter 


0.26 


-152.9 


i 


260-692 


1749 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 


1.6 


-155.3 


i 


391-674 


1749 


FecCD 


FecCD transport family 


4.7 


-214.9 


\ 


473-686 




xlerpes ruir 
A 


helicase/primase compl 


5.4 


-457.3 




77-605 


1749 


PsbT 


Photosystem II reaction 
centre T prote 


5.9 


5.1 




545-572 


1749 


Bac_rhodopsi 
n 


Bacteriorhodopsin 


6.8 


-137.3 




295-496 


1749 


C4dic_mal_tr 
an 


C4-dicarboxylate 
transporter/malic aci 


9.9 


-183.4 




265-477 
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1750 


ATP-synt A 


ATP synthase A chain 


8.1 


-80.8 


1 


837-958 


1751 


SDF 


S odium : dicarboxyl ate 
symporter family 


2.7 


-254.2 


1 


275-426 


1753 


ig 


Immunoglobulin domain 


9.9e-19 


75.7 




49-124:162- 

219:261-310:345- 

400:432-496 


1753 


fh3 


Fibronectin type III domain 


0.00052 


26.8 




514-606 


1755 


sugar_tr 


Sugar (and other) 
transporter 


0.13 


-144.2 


1 


1-366 


1755 


PUCC 


PUCC protein 


2.3 


-267.4 


1 


21-314 


1755 


Nuc_H_symp 
ort 


Nucleoside H+ symporter 


4.4 


-267.2 


1 


1-356 


1755 


7tm 5 


7TM chemoreceptor 


4.8 


-165.5 




59-281 


1755 


Competence 


Competence protein 


5.1 


-101.6 


1 


16-209 


1755 


AmmoniumJ 


Ammonium Transporter 
Family 


5.4 


-242.0 


1 


67-380 


1755 


BenE 


Benzoate membrane 
transport protein 


S.l 


-335.2 


1 


69-351 


1757 


Exo_endo_ph 

OS 


Endonuclease/Exonuclease/ 
phosphatase fa 


1.3e-20 


81.9 


1 


367-788 


1758 


Kjetra 


K+ channel tetramerisation 
domain 


2.9 


-38.6 


1 


114-214 


1759 


HK 


Hydroxyethylfhiazole 
kinase family 


3 


-162.1 


1 


303-502 


1760 


Peptidase C2 
0 


Type IV leader peptidase 
family 


6.6 


-187.3 




29-187 


1762 


SSF 


Sodium:solute symporter 
family 


4.2e-256 


864.2 


1 


39-477 


1762 


MVTN 


Virulence factor MVIN 


7.1 


-250.2 




68-548 


1762 


PNTB 


NAD(P) transhydrogenase 
beta subunit 


8.1 


-394.0 




11-300 


1762 


7ttn 5 


7TM chemoreceptor 


9.1 


-170.5 




75-352 


1762 


oxidored_ql 


NADH- 

Ubiquinone/plastoquinone 
(complex I) 


9.1 


-170.9 




145-463 


1763 


LRR 


Leucine Rich Repeat 


2e-37 


137.7 


11 


61-84:85-108:109- 
132:133-156:157- 
180:181-204:205- 
228:253-276:277- 
300:301-324:349- 
371 


1763 


LRRCT 


Leucine rich repeat C- 
terminal domain 


l.9e-07 


38.2 


1 


358-411 


1763 


ig 


Immunoglobulin domain 


8.5e-05 


29.4 


1 


428-486 


1763 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00023 


27.9 


1 


30-59 


1764 


Reprolysin 


Reprolysin (M12B) family 
zinc metalloprote 


le-21 


85.6 


1 


156-359 


1764 


tsp_l 


Thrombospondin type 1 
domain 


2.5e-06 


34.5 


1 


422-491 


1769 


C2 


C2 domain 


2.5e-66 


233.8 


2 


249-337:383-471 


1771 


cadherin 


Cadherin domain 


2.7e-79 


276.8 


5 


140-235:249- 

343:359-451:465- 

556:607-697 


1774 


transmembran 


Tetraspanin family 


6.4e-59 


209.2 


1 


458-702 
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e4 












1775 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


7.9e-05 


-5.9 




34-333 




Srg 


C.elegans Srg family 
integral membrane prote 


— 


-"223 5 — 


-: 


^ 




synaptobrevin 


S ynaptobrevin 










1779 


trefoil 


Trefoil (P-type) domain 


3.9 


-11.1 


1 


229-254 


1780 




Class I Histocompatibility 
antigen, domains 










1780 


ig 


Immunoglobulin domain 










1782 


ABC tran 


ABC transporter 


2.4e-19 


77.7 


1 


448-626 


1783 


SNF 


S odium: neurotransmitter 
symporter famil 










1783 


Herpes _glyco 
P 


Herpesvirus glycoprotein M 










1783 


UPF0118 


Domain of unknown 
function DUF20 


8 


-131.6 




240-582 


1783 


Cyto_ox_2 


Cytochrome oxidase subunit 
II 








467-696 


1819 


Y_phosphatas 
e 


Protein-tyrosine 
phosphatase 








1277-1494 






Fibronectin type III domain 








461-541:552- 
634:641-719:730- 
812:819-900:908- 
990:998-1087 


1821 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


4.4 


-116.1 


1 


206-413 


1822 


Metallophos 


Calcineurin-like 
phosphoesterase 


1.5 


2.4 


1 


66-252 
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5 




g 




9 B i 








1 
















CHAI 
NID 




a 








STAR 
TAA 














8.5e-18 


2.8e-14 


I 


1.4e-17 




Psi Blast 


-0.12 


-0.08 


0.29 


0.24 




Verify 
score 


0.07 


0.10 


0.86 






PMF 
score 












SEQFOL 
D score 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, 0, 
P; THROMBOMODULIN; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, O, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, O, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, O, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


Compound 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD 141 
ANTIGEN; EGR-CMK SERINE 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 


DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 
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lemn 




1 


lemn 




3 I 












CHAI 
NID 




§ 








STAR 
TAA 








1 






le-19 


5.6e-10 


3.4e-21 


2.8e-15 




Psi Blast 


-0.23 


0.02 


-0.45 


0.40 




Verify 


0.83 


-0.05 


0.74 


0.86 




PMF 
score 












SEQFOL 
D score 


FIBRILLIN; CHAIN: 
NULL; 


FIBRILLIN; CHAIN: 
NULL; 


FIBRILLIN; CHAIN: 
NULL; 


FIBRILLIN; CHAIN: 
NULL; 


CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


Compound 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN-1 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN-1 
FRAGMENT, MATRIX PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN-1 
FRAGMENT, MATRIX PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN-1 
FRAGMENT, MATRIX PROTEIN 


PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 
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Ifak 


Ifak 


lext 


lext 


lext 


I 




3 I 






> 


> 
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CHAI 
NID 


1 










83 




STAR 
TAA 


a 






0ZZ 








H 


6.8e-20 


7e-ll 




1.3e-08 


3.4e-31 


l.le-09 




Psi Blast 


0.27 


0.04 


0.34 


0.25 


0.14 


-0.55 




Verify 
score 


0.39 


0.21 


-0.11 


-0.19 


0.36 


0.12 




PMF 
score 
















SEQFOL 
D score 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L; 
BLOOD COAGULATION 
FACTOR VIIA; CHAIN: H; 
SOLUBLE TISSUE 
FACTOR; CHAIN: T; 
5L15; CHAIN: I; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L; 
BLOOD COAGULATION 
FACTOR VIIA; CHAIN: H; 
SOLUBLE TISSUE 
FACTOR; CHAIN: T; 
5L15; CHAIN: I; 


TUMOR NECROSIS 
FACTOR RECEPTOR; 
CHAIN: A, B; 


TUMOR NECROSIS 
FACTOR RECEPTOR; 
CHAIN: A. B; 


TUMOR NECROSIS 
FACTOR RECEPTOR; 
CHAIN: A, B; 


FIBRILLIN; CHAIN: 
NULL; 




Compound 


BLOOD CLOTTING 
COMPLEX(SERINE 
PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, RECEPTOR ENZYME, 3 
INHIBITOR, GLA, EGF, COMPLEX 


BLOOD CLOTTING 


BLOOD CLOTTING 
COMPLEX(SERINE 
PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, RECEPTOR ENZYME, 3 
INHIBITOR, GLA, EGF, COMPLEX 
(SERINE 4 

PROTEASE/COFACTOR/LIGANDV 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, 
SIGNALLING PROTEIN 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, 
SIGNALLING PROTEIN 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, 
SIGNALLING PROTEIN 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN-1 
FRAGMENT, MATRIX PROTEIN 


FRAGMENT, MATRIX PROTEIN j 
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190.18 
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54.24 




SEQFOL 
D score 


ENTEROPEPTIDASE; 
CHAIN: A; 

ENTEROPEPTIDASE; 
CHAIN: B; VAL-ASP- 
ASP-ASP-ASP-LYS 
PEPTIDE; CHAIN: C; 


ENTEROPEPTIDASE; 
CHAIN: A; 

ENTEROPEPTIDASE; 
CHAIN: B; VAL-ASP- 
ASP-ASP-ASP-LYS 
PEPTIDE; CHAIN: C; 


FIBRONECTIN; CHAIN: 
A; 


FIBRONECTIN; CHAIN: 
A; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, O, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


PEPTIDE E-76; CHAIN: X, 
Y; 


Compound 


HYDROLASE/HYDROLASE 
INHIBITOR ENTEROKINASE, 
HEAVY CHAIN; ENTEROKINASE, 
LIGHT CHAIN; 
ENTEROPEPTIDASE, 
TRYPSINOGEN ACTIVATION, 2 
HYDROLASE/HYDROLASE 
INHIBITOR 


HYDROLASE/HYDROLASE 
INHIBITOR ENTEROKINASE, 
HEAVY CHAIN; ENTEROKINASE, 
LIGHT CHAIN; 
ENTEROPEPTIDASE, 
TRYPSINOGEN ACTIVATION, 2 
HYDROLASE/HYDROLASE 
INHIBITOR 


EXTRACELLULAR MATRIX 
GLYCOPROTEIN 
EXTRACELLULAR MATRIX 
j GLYCOPROTEIN 


EXTRACELLULAR MATRIX 
GLYCOPROTEIN 
EXTRACELLULAR MATRIX 
GLYCOPROTEIN 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 
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D score 


APOLIPOPROTEIN(A); 1 
CHAIN: A; j 


APOLIPOPROTEIN(A); 
CHAIN: A; 


PLASMINOGEN; CHAIN: 
A, B; M PROTEIN; 
CHAIN: C, D; 


PLASMINOGEN; CHAIN: 
A, B; M PROTEIN; 
CHAIN: C, D; 


c 

o 
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HYDROLASE (SERINE 
PROTEINASE) GAMMA- 
*CHYMOTRYPSIN *A 
(E.C.3.4.21.1)($P*H7.0) 
1GCT3 


HYDROLASE (SERINE 
PROTEINASE) GAMMA- 
*CHYMOTRYPSIN *A 
(E.C.3.4.21.1)(SP*H 7.0) 
IGCT 3 


COAGULATION FACTOR 
XA-TRYPSIN CHIMERA; 
CHAIN: A; D-PHE-PRO- 
ARG- 

CHLOROMETHYLKETO 
NE (PPACK) WITH 
CHAIN: I; 


1 NE (PPACK) WITH 
| CHAIN: I; 


Compound 


HYDROLASE APO(A); 
ALIPOPROTEIN(A), KRINGLE, | 


HYDROLASE APO(A); 
ALIPOPROTEIN(A), KRINGLE, 
PROTEIN-LIGAND INTERACTION, 
2 LYSINE BINDING, CRYSTAL 
STRUCTURE 


BLOOD CLOTTING HUMAN 
PLASMINOGEN KRINGLE-2, 
KRINGLES, VEK-30 


BLOOD CLOTTING HUMAN 
PLASMINOGEN KRINGLE-2, 
KRINGLES, VEK-30 


APOPTOSIS HOMODIMER, CIS- 
PROLINE 






COMPLEX 

(PROTEASE/INHIBITOR) TRYPSIN, 
COAGULATION FACTOR XA, 
CHIMERA, PROTEASE, PPACK, 2 
CHLOROMETHYLKETONE, 
COMPLEX 

(PROTEASE/INHIBITOR) 


COMPLEX 

(PROTEASE/INHIBITOR) 


PDB annotation 



WO 03/054152 



PCT/US02/39555 



516 

















2 H f 


f 


lklo 


Ikdu 


| 


Ikdu 






Sg 












> 




CHAI 
NID 




1 


S 




* 






STAR 
TAA 


















1 2.8e-32 


1 le-14 


1.7c-32 


7e-30 




5.1e-19 




Psi Blast 




0.25 


0.43 


0.47 




0.93 




score 




-0.08 


1.00 


1.00 








PMF 


| 76.64 








79.24 






SEQFOL 
D score 


| PLASMINOGEN; CHAIN: 


LAMININ; CHAIN: NULL; 


PLASMINOGEN 
ACTIVATION 
PLASMINOGEN 
ACTIVATOR 
(UROKINASE-TYPE, - 
KRINGLE DOMAIN) 
IKDU 3 (U-PA K) (NMR, 
MINIMIZED AVERAGE 
STRUCTURE) IKDU 4 


PLASMINOGEN 
ACTIVATION 
PLASMINOGEN 
ACTIVATOR 
(UROKINASE-TYPE, 
KRINGLE DOMAIN) 
IKDU 3 (U-PA K) (NMR, 
MINIMIZED AVERAGE 
STRUCTURE) IKDU 4 


PLASMINOGEN 
ACTIVATION 
PLASMINOGEN 
ACTIVATOR 
(UROKINASE-TYPE, 
KRINGLE DOMAIN) 
IKDU 3 (U-PA K) (NMR, 
MINIMIZED AVERAGE 
STRUCTURE) IKDU 4 


MATRIX 

METALLOPROTEINASE 
2; CHAIN: A; 




Compound 


| SERINE PROTEASE KRINGLE, 


GLYCOPROTEIN GLYCOPROTEIN 








HYDROLASE 72 KDA TYPE IV 
COLLAGENASE, GELATINASE A; 
BETA SHEET, ALPHA HELIX 


PROTEIN-LIGAND INTERACTION, 
2 LYSINE BINDING, CRYSTAL 
STRUCTURE 
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SEQFOL 
D score 


HYDROLASE (SERINE 
PROTEINASE) TRYPSIN 
(E.C.3.4.21.4) 
COMPLEXED WITH THE 
INHIBITOR ITRN 3 
DIISOPROPYL- 
FLUOROPHOSPHOFLUO 


HYDROLASE (SERINE 
PROTEINASE) TRYPSIN 
(E.C.3.4.21.4) 
COMPLEXED WITH THE 
INHIBITOR ITRN 3 
DIISOPROPYL- 
FLUOROPHOSPHOFLUO 
RIDATE (DFP) ITRN 4 
HUMAN TRYPSIN, DFP 
INHIBITED ITRN 6 


T-PLASMINOGEN ! 
ACTIVATOR Fl-G; ITPG 
7 CHAIN: NULL; ITPG 8 


T-PLASMINOGEN 
ACTIVATOR Fl-G; ITPG 
7 CHAIN: NULL; ITPG 8 


ECOTIN; CHAIN: A; 
ANIONIC TRYPSIN; 
CHAIN: B; 




Compound 






PLASMINOGEN ACTIVATION 


PLASMINOGEN ACTIVATION 


PROTEASE/INHIBITOR) TRYPSIN 
INHIBITOR; SERINE PROTEASE, 
INHIBITOR, COMPLEX, METAL 
BINDING SITES, 2 PROTEIN 
ENGINEERING, PROTEASE- 
SUBSTRATE INTERACTIONS, 3 
METALLOPROTEINS 


COMPLEX CSRR INF. 


BINDING SITES, 2 PROTEIN 
ENGINEERING, PROTEASE- 
SUBSTRATE INTERACTIONS, 3 
METALLOPROTEINS 
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HYDROLAS E(SERINE 
PROTEINASE) 
PROTHROMBIN 
FRAGMENT 1 
(RESIDUES 1 - 156) 2PF1 


HYDROLASE(SERINE [ 
PROTEINASE) ALPHA- 
THROMBIN (E.C.3.4.21.5) 
COMPLEX WITH 2HPQ 3 
D-PHE-PRO-ARG- 
CHLOROMETHYLKETO 
NE (PPACK) 
CHLOROMETHYLKETO 
NE 2HPQ 4 REPLACED 
BY A METHYLENE 
GROUP AND HUMAN 
PROTHROMBIN 2HPQ 5 
FRAGMENT 2 2HPQ 6 


HYDROLASE(SERINE 
PROTEINASE) ALPHA- 
THROMBIN (E.C.3.4.21.5) 
COMPLEX WITH 2HPP 3 
D-PHE-PRO-ARG- 
CHLOROMETHYLKETO 
NE (PPACK) 
CHLOROMETHYLKETO 
NE 2HPP 4 REPLACED 
BY A METHYLENE 
GROUP AND BOVINE 
PROTHROMBIN 2HPP 5 
FRAGMENT 2 2HPP 6 


NULL; 


Compound 
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MODULE, NMR STRUC 
GLYCOSYLATED PROI 
COLLAGEN 


PDB annotation 








w 





WO 03/054152 



PCT/US02/39555 



524 





s 




5 












5 3 I 


| 3kiv 




i 


i 








B 












m 


w 










M 




















si 






















| 4.2e-29 


t 




? 


S? 


? 








3? 
5 


0.34 




§ 






p 


P 


















© 

o 








1 1 




c 






1 






1 




li 
r 


1 APOLIPOPROTEIN; 
| CHAIN; NULL; 


I? 6 
*2 

if 


ill 
ill 

O w 


III 

~gg 

II 


pi 

ggg 

si 


illilli 

S|| s 1 


nils 
I i 


ll^gP 




1 
| 


| KRINGLE KRINGLE, LYSINE 

| BINDING SITE, | 


m 
1 1 

o8 


Zot 

g * w 

111 

f 


!§e 

g ^ 00 

'Si 
1" 


ailg 
| g | 

11 

i 










i 



WO 03/054152 



PCT/US02/39555 



525 

















5 




? B 1 


lemn 




1 




1 




5hpg 


t 








> 


> 








> 






CHAI 
NID 






8 


1 


1 










STAR 
TAA 




1075 


1026 














S| 


N 

i 


t 


3e-14 


7e-93 


7e-93 




1.3e-25 


2.8&-21 




Psi Blast 
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Verify 
score 
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-1202.08 


-1202.08 
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-0.09 
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score 








188.52 




185.89 


67.77 






SEQFOL 
D score 


FIBRILLIN; CHAIN: 
NULL; 


TNF-RELATED 
APOPTOSIS INDUCING 
LIGAND; CHAIN: B; 
DEATH RECEPTOR 5; 
CHAIN: A; 


TNF-RELATED 
APOPTOSIS INDUCING 
LIGAND; CHAIN: B; 
DEATH RECEPTOR 5; 
CHAIN: A; 


BETA TRYPSIN; CHAIN: 
NULL; 


BETA TRYPSIN; CHAIN: 
NULL; 


BETA TRYPSIN; CHAIN: 
NULL; 


PLASMINOGEN; CHAIN: 
A, B; 


APOLIPOPROTEIN; 
CHAIN: NULL; 




Compound 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN- 1 
FRAGMENT, MATRIX PROTEIN 


APOPTOSIS TRAIL; DR5; LIGAND- 
1 RECEPTOR COMPLEX, TRIMERIC 
.TELLY-ROLL, TNF-R 2 
SUPERFAMILY, APOPTOSIS 


APOPTOSIS TRAIL; DR5; LIGAND- 
RECEPTOR COMPLEX, TRIMERIC 
JELLY-ROLL, TNF-R 2 
SUPERFAMILY, APOPTOSIS 


SERINE PROTEASE HYDROLASE, 
SERINE PROTEASE, DIGES IION, 
PANCREAS. 2 ZYMOGEN. SIGNAL 


SERINE PROTEASE HYDROLASE, 
SERINE PROTEASE, DIGESTION, 
PANCREAS. 2 ZYMOGEN. STGNAT. 


SERINE PROTEASE HYDROLASE, 
SERINE PROTEASE, DIGESTION, 
PANCREAS, 2 ZYMOGEN. SIGNAL 


SERINE PROTEASE SERINE 
PROTEASE, KRINGLE 5, HUMAN 
PLASMINOGEN, FIBRINOLYSIS 


KRINGLE KRINGLE, LYSINE 
BINDING SITE, 
APOLIPOPROTEINfA) 
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PMF 
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SEQFOL 
D score 


ANTISTASIN; CHAIN: 
NULL; 


ANTISTASIN; CHAIN: 
NULL; 




ANTISTASIN; CHAIN: j 


ANTISTASIN; CHAIN: 
NULL; 


ANTISTASIN; CHAIN: 
NULL; 


GLYCOPROTEIN I; 
CHAIN: A; 


Compound 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


SERINE PROTEASE INHIBITOR 
FACTOR XA INHIBITOR; 
ANTISTASIN, CRYSTAL 
STRUCTURE, FACTOR XA 
INHIBITOR, 2 SERINE PROTEASE 
INHIBITOR, THROMBOSIS 


CONSENSUS REPEAT, SUSHI, 
COMPLEMENT CONTROL 
PROTEIN, 2 N-GLYCOSYLATION, 
MULTI-DOMAIN, MEMBRANE 
ADHESION 
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3e-23 
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l.le-25 


1.5e-19 




Psi Blast 


0.36 


0.58 


0.05 


0.36 


0.12 
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-1202.08 


-1202.08 


-1202.08 


-1202.08 


-1202.08 




PMF 
score 














SEQFOL 
D score 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, 
H; SOLUBLE TISSUE 
FACTOR; CHAIN: T, U; D- 
PHE-PHE-ARG- 
CHLOROMETHYLKETO 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, 
H; SOLUBLE TISSUE 
FACTOR; CHAIN: T, U; D- 
PHE-PHE-ARG- 
CHLOROMETHYLKETO 
NE (DFFRCMK) WITH 
CHAIN: C; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, 
H; SOLUBLE TISSUE 
FACTOR; CHAIN: T, U; D- 
PHE-PHE-ARG- 
CHLOROMETHYLKETO 
NE (DFFRCMK) WITH 
CHAIN: C; 


PHOSPHOLIPASE A2; 
CHAIN: NULL; 


ACTIVATED PROTEIN C; 
CHAIN: C, L; D-PHE-PRO- 
MAI; CHAIN: P; 




Compound 


BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, 2 RECEPTOR ENZYME, 
INHIBITOR, GLA, EGF, 3 
COMPLEX (SERINE 
PROTEASE/COFACTOR/LIGAND) 


BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, 2 RECEPTOR ENZYME, 
INHIBITOR, GLA, EGF, 3 
COMPLEX (SERINE 
PROTEASE/COFACTOR/LIGAND) 


BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, 2 RECEPTOR ENZYME, 
INHIBITOR, GLA, EGF, 3 
COMPLEX (SERINE 
PROTEASE/COFACTOR/LIGAND) 


HYDROLASE HYDROLASE, 
PHOSPHOLIPASE A2, PLATELET 
AGGREGATION INHIBITOR, 2 
PBPB HEADER MODRES 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
AUTOPROTHROMBIN IIA; 
HYDROLASE, SERINE 
PROTEINASE), PLASMA CALCIUM 
BINDING, 2 GLYCOPROTEIN, 
COMPLEX (BLOOD 
COAGULATION/INHIBTTOR) 


COAGULATION/INHIBITOR) ! 
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Psi Blast 
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0.51 


0.31 


0.50 


0.08 


0.16 


0.03 




Verify 
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-1202.08 
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PMF 
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SEQFOL 
D score 


| BLOOD COAGULATION 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L; 
BLOOD COAGULATION 
FACTOR VIIA; CHAIN: H; 
SOLUBLE TISSUE 
FACTOR; CHAIN: T; 
5L15; CHAIN: I; 


BLOOD COAGULATION 
FACTOR VII; CHAIN: A; 


TUMOR NECROSIS 
FACTOR RECEPTOR; 
CHAIN: A, B; 


TUMOR NECROSIS 
FACTOR RECEPTOR; 
CHAIN: A, B; 


TUMOR NECROSIS 
FACTOR RECEPTOR; 
CHAIN: A, B; 


157) 1ESL 3 (FORMERLY 
KNOWN AS ELAM-1) 
1ESL4 


CELL ADHESION 
PROTEIN E-SELECTIN 
(LECTIN AND EGF 
DOMAINS, RESIDUES 1 - 




Compound 


| BLOOD CLOTTING 


BLOOD CLOTTING 
COMPLEX(SERINE 
PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, RECEPTOR ENZYME, 3 
INHIBITOR, GLA, EGF, COMPLEX 
(SERINE 4 

PROTEASE/COFACTOR/LIGAND), 
BLOOD CLOTTING 


BLOOD CLOTTING FACTOR VII, 
BLOOD COAGULATION, EGF-LIKE 
DOMAIN, BLOOD 2 CLOTTING 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, 
i SIGNALLING PROTEIN 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, 
SIGNALLING PROTEIN 


SIGNALLING PROTEIN BINDING 
PROTEIN, CYTOKINE, 
SIGNALLING PROTEIN 




SIGNAL, MULTIGENE FAMILY, 
DISEASE MUTATION, 3 EGF-LIKE 
DOMAIN, HUMAN FIBRILLIN-1 
FRAGMENT, MATRIX PROTEIN 
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SEQFOL 
D score 


COMPLEMENT 
CONTROL PROTEIN; 
CHAIN: A, B, C; 


COMPLEMENT 
CONTROL PROTEIN; 
CHAIN: A, B, C; 


COMPLEMENT 
CONTROL PROTEIN; 
CHAIN: A, B, C; 


COMPLEMENT 
CONTROL PROTEIN; 
CHAIN: A, B; 


COMPLEMENT 
CONTROL PROTEIN; 
CHAIN: A, B; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L; 
BLOOD COAGULATION 
FACTOR VIIA; CHAIN: H; 
SOLUBLE TISSUE 
FACTOR; CHAIN: T; 
5L15; CHAIN: I; 


FACTOR VIIA; CHAIN: L; 
BLOOD COAGULATION 
FACTOR VIIA; CHAIN: H; 
SOLUBLE TISSUE 
FACTOR; CHAIN: T; 
5L15; CHAIN: I; 


Compound 


IMMUNE SYSTEM BETA, MODULE 


IMMUNE SYSTEM BETA, MODULE 


IMMUNE SYSTEM BETA, MODULE 


IMMUNE SYSTEM BETA, MODULE 


IMMUNE SYSTEM BETA, MODULE 


PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, RECEPTOR ENZYME, 3 
INHIBITOR, GLA, EGF, COMPLEX 
(SERINE 4 

PROTEASE/COFACTOR/LIGAND), 
BLOOD CLOTTING 


BLOOD CLOTTING 


COMPLEX(SERINE 
PROTEASE/COFACTOR/LIGAND), 
BLOOD COAGULATION, 2 SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, RECEPTOR ENZYME, 3 
INHIBITOR, GLA, EGF, COMPLEX 
(SERINE 4 

PROTEASE/COFACTOR/LIGAND), 
BLOOD CLOTTING 
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SEQFOL 
D score 




INSULIN-LIKE GROWTH 
FACTOR RECEPTOR 1; 
CHAIN: A; 












n 


:TORXA; CHAIN: H, 
ANTICOAGULANT 
TIDE; CHAIN: I; 


. RECEPTOR; CHAIN: 


.RECEPTOR; CHAIN: 


, RECEPTOR; CHAIN: 


, RECEPTOR; CHAIN: 


, RECEPTOR; CHAIN: 


{ 


COMPLEX 

(PROTEASE/INHIBITOR) RTAP; 
GLYCOPROTEIN, SERINE 
PROTEASE, PLASMA, BLOOD 
COAGULATION, 2 COMPLEX 
(PROTEASE/INHIBITOR) | 


HORMONE RECEPTOR HORMONE 
RECEPTOR, INSULIN RECEPTOR 
FAMILY 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 
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| 2.8e-08 




4.5e-25 


1.4e-09 


1.5e-21 


2.8e-09 


Psi Blast 


| 0.54 


0.05 


0.02 


0.45 


0.06 


0.04 ! 
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J -1202.08 


-1202.08 


-1202.08 


-1202.08 


-1202.08 


-1202.08 | 


PMF 
score 














SEQFOL 
D score 


COAGULATION FACTOR 
VIIA (LIGHT CHAIN); 


FACTOR IXA; CHAIN: C, 
L,; D-PHE-PRO-ARG; 
CHAIN: I; 


FACTOR IXA; CHAIN: C, 
L,; D-PHE-PRO-ARG; 
CHAIN: I; 


FACTOR IXA; CHAIN: C, 
L,; D-PHE-PRO-ARG; 
CHAIN: I; 


FACTOR IXA; CHAIN: C, 
L,; D-PHE-PRO-ARG; 
CHAIN: I; 


LAMININ; CHAIN: NULL; | 


Compound 


I SERINE PROTEASE FVIIA; FVIIA; 
| BLOOD COAGULATION, SERINE 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 
PLASMA, SERINE PROTEASE, 
CALCIUM-BINDING, HYDROLASE, 
3 GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 
PLASMA, SERINE PROTEASE, 
CALCIUM-BINDING, HYDROLASE, 
3 GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 
PLASMA, SERINE PROTEASE, 
CALCIUM-BINDING, HYDROLASE, 
3 GLYCOPROTEIN 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
CHRISTMAS FACTOR; COMPLEX, 
INHIBITOR, HEMOPHILIA/EGF, 
BLOOD COAGULATION, 2 
PLASMA, SERINE PROTEASE, 
CALCIUM-BINDING, HYDROLASE, 
3 GLYCOPROTEIN 


GLYCOPROTEIN GLYCOPROTEIN 
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SEOFOL 


| MAJOR SEMINAL 


SEMINAL PLASMA 
GLYCOPROTEIN PSP-II; 
CHAIN: B 


MAJOR SEMINAL 
PLASMA 

GLYCOPROTEIN PSP-I; 


ASFP; CHAIN: NULL; 


ASFP; CHAIN: NULL; 


HUMAN BETA2- 
GLYCOPROTEIN I; 
CHAIN: A; 


CHAIN: L; 

COAGULATION FACTOR 
VIIA (HEAVY CHAIN); 
CHAIN: H; TRIPEPTIDYL 
INHIBITOR; CHAIN: C; 


Compound 


| COMPLEX (SEMINAL PLASMA | 


COMPLEX (SEMINAL PLASMA 
PROTEIN/SPP) 


COMPLEX (SEMINAL PLASMA 
PROTEIN/SPP) SEMINAL PLASMA 
PROTEINS, SPERMADHESINS, 


SEMINAL PROTEIN; 
SPERMADHESIN, BOVINE 
SEMINAL PLASMA PROTEIN, 
ACIDIC 2 SEMINAL FLUID 
PROTEIN, ASFP, CUB DOMAIN, X- 
RAY CRYSTAL 3 STRUCTURE, 
GROWTH FACTOR 


SPERMADHESIN ACIDIC | 


SPERMADHESIN ACIDIC 
SEMINAL PROTEIN; 
SPERMADHESIN, BOVINE 
SEMINAL PLASMA PROTEIN, 
ACIDIC 2 SEMINAL FLUID 
PROTEIN, ASFP, CUB DOMAIN, X- 
RAY CRYSTAL 3 STRUCTURE, 
GROWTH FACTOR 


MEMBRANE ADHESION SHORT 
CONSENSUS REPEAT, SUSHI, 
COMPLEMENT CONTROL 
PROTEIN, 2 N-GLYCOSYLATION, 
MULTI-DOMAIN, MEMBRANE 
ADHESION 


PROTEASE 
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1.5e-16 
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Psi Blast 


0.45 
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Verify 
score 


-1202.08 


-1202.08 


-1202.08 






PMF 
score 








58.42 




SEQFOL 
D score 


ACTIVATED PROTEIN C; 
CHAIN: C, L; D-PHE-PRO- 
MAI; CHAIN: P; 


ACTIVATED PROTEIN C; 
CHAIN: C, L; D-PHE-PRO- 
MAI; CHAIN: P; 




ACTIVATED PROTEIN C; 
CHAIN: C, L; D-PHE-PRO- 
MAI; CHAIN: P; 


ACTIVATED PROTEIN C; 
CHAIN: C, L; D-PHE-PRO- 
MAI; CHAIN: P; 




CHAIN: C, L; D-PHE-PRO- 
MAI; CHAIN: P; 


Compound 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
AUTOPROTHROMBIN IIA; 
HYDROLASE, SERINE 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
AUTOPROTHROMBIN IIA; 
HYDROLASE, SERINE 
PROTEINASE), PLASMA CALCIUM 
BINDING, 2 GLYCOPROTEIN, 
COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
AUTOPROTHROMBIN IIA; 
HYDROLASE, SERINE 
PROTEINASE), PLASMA CALCIUM 
BINDING, 2 GLYCOPROTEIN, 
COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 


COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
AUTOPROTHROMBIN IIA; 
HYDROLASE, SERINE 
PROTEINASE), PLASMA CALCIUM 
BINDING, 2 GLYCOPROTEIN, 
COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 


COAGULATION/INHIBITOR) 
AUTOPROTHROMBIN IIA; 
HYDROLASE, SERINE 
PROTEINASE), PLASMA CALCIUM 
BINDING, 2 GLYCOPROTEIN, 
COMPLEX (BLOOD 
COAGULATION/INHIBITOR) 
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SEQFOL 
D score 


DES-GLA FACTOR VIIA 
1 (HEAVY CHAIN); CHAIN: 


DES-GLA FACTOR VIIA 
(HEAVY CHAIN); CHAIN: 
H, I; DES-GLA FACTOR 
VIIA (LIGHT CHAIN); 
CHAIN: L, M; (DPN)-PHE- 
ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, 
Y; 


THROMBOMODULIN; 
CHAIN: A; 


THROMBOMODULIN; 
CHAIN: A; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, 
H; SOLUBLE TISSUE 
FACTOR; CHAIN: T, U; D- 
PHE-PHE-ARG- 
CHLOROME 1'HYLKETO 
NE (DFFRCMK) WITH 
CHAIN: C; 


BLOOD COAGULATION 
FACTOR VIIA; CHAIN: L, 
H; SOLUBLE TISSUE 
FACTOR; CHAIN: T, U; D- 
PHE-PHE-ARG- 
CHLOROMETHYLKETO 
NE (DFFRCMK) WITH 
CHAIN: C; 


| CHAIN: C; 


Compound 




HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 






BLOOD COAGULATION, SERINE 
PROTEASE, COMPLEX, CO- 
FACTOR, 2 RECEPTOR ENZYME, 
INHIBITOR, GLA, EGF, 3 
COMPLEX (SERINE 
PROTEASE/COFACTOR/LIGAND) 






2 


fDROLASE/HYDROLASE 
HIBITOR PROTEIN-PEPTIDE 


EMBRANE PROTEIN NMR, 
IROMBIN, EGF MODULE, 
JTICOAGULANT, 
.YCOSYLATION 


EMBRANE PROTEIN NMR, 
IROMBIN, EGF MODULE, 
JTICOAGULANT, 
.YCOSYLATION 


.OOD COAGULATION, SERINE 
tOTEASE, COMPLEX, CO- 
lCTOR, 2 RECEPTOR ENZYME, 
HIBITOR, GLA, EGF, 3 
IMPLEX (SERINE 
tOTEASE/COFACTOR/LIGAND) 
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Psi Blast 
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Verify 
score 


-1202.08 


-1202.08 




-1202.08 




PMF 
score 






52.84 






SEQFOL 
D score 


DES-GLA FACTOR VIIA 
(HEAVY CHAIN); CHAIN: 
H, L; DES-GLA FACTOR 
VIIA (LIGHT CHAIN); 
CHAIN: L, M; (DPN)-PHE- 


DES-GLA FACTOR VIIA 
(HEAVY CHAIN); CHAIN: 
H, I; DES-GLA FACTOR 
VIIA (LIGHT CHAIN); 
CHAIN: L, M; (DPN)-PHE- 
ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, 
Y; 


DES-GLA FACTOR VIIA 
(HEAVY CHAIN); CHAIN: 
H, I; DES-GLA FACTOR 
VIIA (LIGHT CHAIN); 
CHAIN: L, M; (DPN)-PHE- 
ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, 
Y; 


DES-GLA FACTOR VIIA 
(HEAVY CHAIN); CHAIN: 
H, I; DES-GLA FACTOR 
VIIA (LIGHT CHAIN); 
CHAIN: L, M; (DPN)-PHE- 
ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, 
i Y; 


H, I; DES-GLA FACTOR 
VIIA (LIGHT CHAIN); 
CHAIN: L, M; (DPN)-PHE- 
ARG; CHAIN: C, D; 
PEPTIDE E-76; CHAIN: X, 
Y; 


Compound 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEIN-PEPTIDE 
COMPLEX 


COMPLEX 
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0.43 




Verify 
score 




-1202.08 


-1202.08 


-1202.08 




PMF 


71.76 










SEQFOL 
D score 


FIBRILLIN; CHAIN: 
NULL; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, O, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, 0, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


THROMBIN LIGHT 
CHAIN; CHAIN: A, B, C, 
D; THROMBIN HEAVY 
CHAIN; CHAIN: M, N, O, 
P; THROMBOMODULIN; 
CHAIN: I, J, K, L; 
THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


THROMBIN INHIBITOR 
L-GLU-L-GLY-L-ARM; 
CHAIN: E, F, G, H; 


Compound 


MATRIX PROTEIN 
EXTRACELLULAR MATRIX, 
CALCIUM-BINDING, 
GLYCOPROTEIN, 2 REPEAT, 
SIGNAL, MULTIGENE FAMILY, 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD 141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 


SERINE PROTEINASE 
COAGULATION FACTOR II; 
COAGULATION FACTOR II; 
FETOMODULIN, TM, CD 141 
ANTIGEN; EGR-CMK SERINE 
PROTEINASE, EGF-LIKE 
DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 


DOMAINS, ANTICOAGULANT 
COMPLEX, 2 ANTIFIBRINOLYTIC 
COMPLEX 
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Verify 
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SEQFOL 
D score 


BASEMENT MEMBRANE 
PROTEIN BM-40; CHAIN: 
A, B; 


I 


LAMININ 


LAMININ 


LAMININ 


LAMININ: 


LAMININ; 


LAMININ: 


INSULIN-] 
FACTOR I 
CHAIN: A 


LDL RECEPTOR; CHAIN: 
A; 


LDL RECEPTOR; CHAIN: j 
A; 


LDL RECEPTOR; CHAIN: 
A; 


Compound 


; CHAIN 


; CHAIN: 


; CHAIN: 


; CHAIN: 


.CHAIN: 


; CHAIN: 


, CHAIN: 


LIKE GROWTH 
RECEPTOR 1; 


: NULL; 


: NULL; 


NULL; 


NULL; 


NULL; 


NULL; 


NULL; 


EXTRACELLULAR MODULE 
OSTEONECTIN, SPARC, 
SECRETED PROTEIN ACIDIC AND 
EXTRACELLULAR MODULE, 
GLYCOPROTEIN, ANTI- ADHESIVE 
PROTEIN, 2 COLLAGEN BINDING, 
SITE-DIRECTED MUTAGENESIS, 
GLYCOSYLATED 3 PROTEIN 
MODRES 


GLYCOPROTEIN GLYCOPROTEIN 


GLYCOPROTEIN GLYCOPROTEIN 


GLYCOPROTEIN GLYCOPROTEIN 


GLYCOPROTEIN GLYCOPROTEIN 


GLYCOPROTEIN GLYCOPROTEIN 


GLYCOPRO TEIN GLYCOPROTEIN 


GLYCOPROTEIN GLYCOPROTEIN 


HORMONE RECEPTOR HORMONE 
RECEPTOR, INSULIN RECEPTOR 
FAMILY 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 


CELL-SURFACE RECEPTOR CELL- 
SURFACE RECEPTOR, CALCIUM- 
BINDING, EGF-LIKE DOMAIN, 2 
MODULE, APO-E, APO-B, LDL, 
VLDL 
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Verify 
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Si 






73.10 








63.53 




If 

t- 1 


LECTIN (AGGLUTININ) 
WHEAT GERM 
AGGLUTININ 
(ISOLECTIN 2) 9WGA 3 


LECTIN (AGGLUTININ) 
WHEAT GERM 
AGGLUTININ 
(ISOLECTIN 2) 9WGA 3 


LECTIN (AGGLUTININ) 
WHEAT GERM 
AGGLUTININ 
(ISOLECTIN 2) 9WGA 3 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, 
C; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, 
C; 


BLOOD COAGULATION 
FACTOR XA; CHAIN: L, 
C; 




Compound 








BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROW TH FACTOR LIKE DOMAIN 


BLOOD COAGULATION FACTOR 
STUART FACTOR; BLOOD 
COAGULATION FACTOR, SERINE 
PROTEINASE, EPIDERMAL 2 
GROWTH FACTOR LIKE DOMAIN 


PROTEINASE, EPIDERMAL 2 I 
GROWTH FACTOR LIKE DOMAIN 
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Verify 
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376.85 
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444.93 


312.30 


346.47 




SEQFOL 
D score 


HYDROLASE(C- 
TERMINAL PEPTIDASE) 
CARBOXYPEPTIDASE A 
(E.C.3.4.17.1) COMPLEX 
WITH L-PHENYL 2CTC 3 
LACTATE (L-O-PHE) 
2CTC4 


HYDROLASE(C- 
TERMINAL PEPTIDASE) 
CARBOXYPEPTIDASE A 
(E.C.3.4.17.1) COMPLEX 
WITH L-PHENYL 2CTC 3 
LACTATE (L-O-PHE) 
2CTC4 


HYDROLASE(C- 
TERMINAL PEPTIDASE) 
CARBOXYPEPTIDASE A 
(E.C.3.4.17.1) COMPLEX 
WITH L-PHENYL 2CTC 3 
LACTATE (L-O-PHE) 
2CTC4 


HYDROLASE(C- 
TERMINAL PEPTIDASE) 
PROCARBOXYPEPTIDAS 
EA(E.C.3.4.12.2) IPCA 3 


HYDROLASE(C- 
TERMINAL PEPTIDASE) 
PROCARBOXYPEPTIDAS 
EA(E.C.3.4.12.2)1PCA3 


CARBOXYPEPTIDASE 
A2; CHAIN: A; 
METALLOCARBOXYPEP 
TIDASE INHIBITOR; 
CHAIN: B 


CHAIN: B 1 


Compound 












HYDROLASE/HYDROLASE 
INHIBITOR CARBOXYPEPTIDASE 
A2, LEECH CARBOXYPEPTIDASE 
INHIBITOR 
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CHAI 
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Psi Blast 
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0.80 




Verify 




1.00 










PMF 
score 


| 145.34 




135.96 


69.95 






SEQFOL 
D score 


S-100 PROTEIN, BETA 
| CHAIN; CHAIN: A, B; 


S-100 PROTEIN, BETA 
CHAIN; CHAIN: A, B; 


S-100 PROTEIN, BETA 
CHAIN; CHAIN: A, B; 


SIOOAIO; CHAIN: A, B; 


SIOOAIO; CHAIN: A, B; 


PHOSPHOPEPTIDE; 
CHAIN: Q, R 


Compound 


METAL BINDING PROTEIN S100B, 
| SIOOBETA; SIOOBETA, S100B, 


METAL BINDING PROTEIN S100B, 
SIOOBETA; SIOOBETA, SIOOB, 
NMR, DIPOLAR COUPLINGS, EF- 
HAND, S100 2 PROTEIN, 
CALCIUM- BINDING PROTEIN, 
FOUR-HELIX BUNDLE, THREE- 3 
DIMENSIONAL STRUCTURE, 
SOLUTION STRUCTURE 


METAL BINDING PROTEIN SIOOB, 
SIOOBETA; SIOOBETA, SIOOB, 
NMR, DIPOLAR COUPLINGS, EF- 
HAND, SIOO 2 PROTEIN, 
CALCIUM- BINDING PROTEIN, 
FOUR-HELIX BUNDLE, THREE- 3 
DIMENSIONAL STRUCTURE, 
SOLUTION STRUCTURE 


CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN PI 1, 
CALPACl'IN LIGHT CHAIN; SIOO 
FAMILY, EF-HAND PROTEIN, 
LIGAND OF ANNEXIN II, 2 
CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 


CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN PI 1, 
CALPACTIN LIGHT CHAIN; SIOO 
FAMILY, EF-HAND PROTEIN, 
LIGAND OF ANNEXIN II, 2 
CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 


COMPLEX, 14-3-3, 
PHOSPHOPEPTIDE, SIGNAL 
TRANSDUCTION 
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If 


S-100 PROTEIN; CHAIN: 
NULL; 

MIGRATION 


1 
I 


NULL; 

S-100 PROTEIN; CHAIN: 
NULL; 


RECOVERIN; CHAIN: 
NULL; 

S-100 PROTEIN; CHAIN: 


NEURONAL CALCIUM 
SENSOR 1; CHAIN: A, B; 


I 
I 

> 


S100A12; CHAIN: A, B; 




J 
1 


CALCIUM-BINDING CALCIUM- 
BINDING, ZINC, METAL-BINDING, 
ACETYLATION 
METAL TRANSPORT MRP8, 


1 

m 
l\ 


BINDING, ZINC, METAL-BINDING, 
ACETYLATION 

CALCIUM-BINDING CALCIUM- 
BINDING, ZINC, METAL-BINDING, 
ACETYLATION 


CALCIUM-BINDING PROTEIN 
CALCIUM-MYRISTOYL SWITCH, 
CALCUIM-BINDING PROTEIN 
CALCIUM-BINDING CALCIUM- 


METAL BINDING PROTEIN 
FREQUENIN; CALCIUM BINDING- 
PROTEIN, EF-HAND, CALCIUM 
ION 


SlOO PROTEIN CALGRANULIN C 
SlOO PROTEIN, X-RAY 
STRUCTURE, EF-HAND, CALCIUM 
BINDING 


SlOO PROTEIN CALGRANULIN C 
SlOO PROTEIN, X-RAY 
STRUCTURE, EF-HAND, CALCIUM 
BINDING 


NMR, DIPOLAR COUPLERS, EF- 
HAND, SlOO 2 PROTEIN, 
CALCIUM- BINDING PROTEIN, 
FOUR-HELIX BUNDLE, THREE- 3 
DIMENSIONAL STRUCTURE, 
SOLUTION STRUCTURE 
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Psi Blast 


| 0.32 
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0.39 


0.24 




Verify 
score 


0.55 




0.09 




0.99 


0.75 




PMF 








80.67 








SEQFOL 
D score 


| 29G11FAB; CHAIN: L, H; 


2E8 (IGG1=KAPPA=) 
ANTIBODY; CHAIN: L, H, 
M,P; 


2E8 (IGG1=KAPPA=) 
ANTIBODY; CHAIN: L, H, 
M,P; 


S100C PROTEIN; CHAIN: 
A; ANNEXIN I; CHAIN: 
D; 


A; ANNEXIN I; CHAIN: 
D; 


S100C PROTEIN; CHAIN: 


MIGRATION 
INHIBITORY FACTOR- 
RELATED PROTEIN 8; 
CHAIN: A, B; 


INHIBITORY FACTOR- 
RELATED PROTEIN 8; 
CHAIN: A, B; 


Compound 


CATALYTIC ANTIBODY 
1 CATALYTIC ANTIBODY, 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN 




IMMUNOGLOBULIN 
IMMUNOGLOBULIN 


COMPLEX (LIGAND/ANNEXIN) 
CALGIZZARIN; SlOO FAMILY, EF- 
HAND PROTEIN, COMPLEX 
(LIGAND/ANNEXIN), 2 LIGAND OF 
ANNEXIN II, 

CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 


COMPLEX (LIGAND/ANNEXIN) 
CALGIZZARIN; SlOO FAMILY, EF- 
HAND PROTEIN, COMPLEX 
(LIGAND/ANNEXIN), 2 LIGAND OF 
ANNEXIN II, 

CALCIUM/PHOSPHOLIPID 
BINDING PROTEIN 


METAL TRANSPORT MRP8, 
S100A8, CALGRANULIN A 
CALCIUM-BINDING PROTEIN, 
CRYSTAL STRUCTURE, MAD, 
MIGRATION 2 INHIBITORY 
FACTOR RELATED PROTEIN 8, 
SlOO PROTEIN 


S100A8, CALGRANULIN A 
CALCIUM-BINDING PROTEIN, 
CRYSTAL STRUCTURE, MAD, 
MIGRATION 2 INHIBITORY 
FACTOR RELATED PROTEIN 8, 
SlOO PROTEIN 
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2.8e-25 






Psi Blast 
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0.34 




Verify 






0.87 


0.16 


0.11 


-0.03 




PMF 
score 


125.54 














SEQFOL 
D score 


HEMOLIN; CHAIN: A, B; 


HEMOLIN; CHAIN: A, B; 


HEMOLIN; CHAIN: A, B; 


IMMUNOGLOBULIN 
FAB' FRAGMENT OF 
MONOCLONAL 
ANTIBODY B72.3 IBBJ 3 
(MURINE/HUMAN 
CHIMERA) IBBJ 4 


IMMUNOGLOBULIN; 
CHAIN: A, B; 


ANTIBODY (LIGHT 
CHAIN); CHAIN: L; 
ANTIBODY (HEAVY 
CHAIN); CHAIN: H; 


ANTIBODY (HEAVY 
CHAIN); CHAIN: H; 


Compound 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 




IMMUNOGLOBULIN 
IMMUNOGLOBULIN, KAPPA 
LIGHT-CHAIN DIMER HEADER 


IMMUNE SYSTEM 
IMMUNOGLOBULIN; 
IMMUNOGLOBULIN ANTIBODY 
ENGINEERING, HUMANIZED AND 
CHIMERIC ANTIBODY, FAB, 2 X- 
RAY STRUCTURE, THREE- 
DIMENSIONAL STRYCTURE, 
GAMMA- 3 INTERFERON, 
IMMUNE SYSTEM 


IMMUNE SYSTEM 


IMMUNOGLOBULIN ANTIBODY 
ENGINEERING, HUMANIZED AND 
CHIMERIC ANTIBODY, FAB, 2 X- 
RAY STRUCTURE, THREE- 
DIMENSIONAL STRYCTURE, 
GAMMA- 3 INTERFERON, 
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CHAT 1 
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TAA 


STAR 1 














t 


END 1 


4.2e-57 


8.4e-70 


N 


l.le-69 




1.4&-50 


Psi Blast 
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Verify 
score 
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O 

1 


SEOFOL 


IG HEAVY CHAIN V 
REGIONS; CHAIN: A; IG 
HEAVY CHAIN V 
REGIONS; CHAIN: B; IG 


IG HEAVY CHAIN V 
REGIONS; CHAIN: A; IG 
HEAVY CHAIN V 
REGIONS; CHAIN: B; IG 
HEAVY CHAIN V 
REGIONS; CHAIN: C; IG 
HEAVY CHAIN V 
REGIONS; CHAIN: D; 


CHIMERIC 
DECARBOXYLASE 
ANTIBODY 21D8; 
CHAIN: L; CHIMERIC 
DECARBOXYLASE 
ANTIBODY 21D8; 
CHAIN: H; 


MONOCLONAL 
ANTIBODY MRK-16 
(LIGHT CHAIN); CHAIN: 

A, C; MONOCLONAL 
ANTIBODY MRK-16 
(HEAVY CHAIN); CHAIN: 

B, D; 


GROWTH FACTOR; j 
i CHAIN: V, W; • | 


FAB FRAGMENT; 
CHAIN: L, H, J, K; 
VASCULAR 
ENDOTHELIAL 


HEMOLIN CHAIN: A, B; 


Compound 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN, FAB 
COMPLEX, IDIOTOPE, ANTI- 
IDIOTOPE 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN, FAB 
COMPLEX, IDIOTOPE, ANTI- 
IDIOTOPE 


IMMUNE SYSTEM 
IMMUNOGLOBULIN, CATALYTIC 
ANTIBODY, CHIMERIC FAB, 2 
DECARBOXYLASE, HAPTEN 
COMPLEX 


IMMUNE SYSTEM 
IMMUNOGLOBULIN, IMMUNE 
SYSTEM 


COMPLEX (ANTIBODY/ANTIGEN) 
FAB-12; VEGF; COMPLEX 
(ANTIBODY/ANTIGEN), 
ANGIOGENIC FACTOR 


INSECT IMMUNITY INSECT 
IMMUNITY, LPS-BINDING, 
HOMOPHILIC ADHESION 
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| 1.7e-47 


2.8e-25 
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4.2e-26 




Psi Blast 
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| 0.21 


0.27 




j 0.26 


0.11 


0.10 
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Verify 
score 


| 0.63 
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PMF 
score 








129.23 












SEQFOL 
D score 


j AXONIN-1 


| AXONIN-1 


AXONIN-1; 


AXONIN-1; 


j AXONIN-1: 


FAB ANTIBODY LIGHT 
CHAIN; CHAIN: L; FAB 
ANTIBODY HEAVY 
CHAIN; CHAIN: H; 


IGGl ANTIBODY 1696 
(LIGHT CHAIN); CHAIN: 
L; IGGl ANTIBODY 1696 
(VARIABLE HEAVY 
CHAIN); CHAIN: H; IGGl 
ANTIBODY 1696 
(CONSTANT HEAVY 
CHAIN); CHAIN: I; 


IGGl ANTIBODY 1696 
(LIGHT CHAIN); CHAIN: 
L; IGGl ANTIBODY 1696 
(VARIABLE HEAVY 
CHAIN); CHAIN: H; IGGl 
ANTIBODY 1696 
(CONSTANT HEAVY 
CHAIN); CHAIN: I; 


HEAVY CHAIN V 
REGIONS; CHAIN: C; IG 
HEAVY CHAIN V 
REGIONS; CHAIN: D; 


Compound 


; CHAIN 


; CHAIN 


; CHAIN 


, CHAIN: 


CHAIN: 


> 


> 


> 


> 


> 


CELL ADHESION NEURAL CELL 
1 ADHESION 


CELL ADHESION NEURAL CELL 
ADHESION 


CELL ADHESION NEURAL CELL 
ADHESION 


CELL ADHESION NEURAL CELL 
ADHESION 


CELL ADHESION NEURAL CELL 
| ADHESION 


IMMUNE SYSTEM ANTI-PRION 
FAB 3F4; ANTI-PRION FAB 3F4 
ANTI-PRION ANTIBODY, FAB 3F4 


IMMUNE SYSTEM 
IMMUNOGLOBULIN, IGGl; 
IMMUNOGLOBULIN, IGGl; 
IMMUNOGLOBULIN, IGGl FAB 
FRAGMENT, CROSS-REACTIVITY, 
HIVl PROTEASE, ENZYME 2 
INHIBITION, IMMUNOGLOBULIN 


IMMUNE SYSTEM 
IMMUNOGLOBULIN, IGGl; 
IMMUNOGLOBULIN, IGGl; 
IMMUNOGLOBULIN, IGGl FAB 
FRAGMENT, CROSS-REACTIVITY, 
HIVl PROTEASE, ENZYME 2 
INHIBITION, IMMUNOGLOBULIN 
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2.8e-31 


1 


1.2e-29 




Psi Blast 
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0.10 
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0.14 


0.49 




Verify 
score 


0.30 


-0.19 






0.33 


0.72 




PMF 
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SEQFOL 
D score 


IMMUNOGLOBULIN FAB 
5G9; CHAIN: L, H; 


AND FRAGMENT B OF 
PROTEIN A COMPLEX 
1FC2 4 


D 

3 

D 


3 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN FC 
AND FRAGMENT B OF 
PROTEIN A COMPLEX 
1FC2 4 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN FC 
AND FRAGMENT B OF 
PROTEIN A COMPLEX 1 
1FC2 4 


COMPLEX 

(ANTIBODY/ANTIGEN) 
FAB FRAGMENT OF THE 
MONOCLONAL 
ANTIBODY F9. 13.7 
(IGGl) IFBI 3 
COMPLEXED WITH 
LYSOZYME (E.C.3.2.1.17) 
IFBI 4 


HIGH AFFINITY 
IMMUNOGLOBULIN 
EPSILON RECEPTOR 
CHAIN: A; IG EPSILON 
CHAIN C REGION; 
CHAIN: B, D; 


| 4B2; CHAIN: H, K; 


Compound 


IMMUNOGLOBULIN FAB, FAB 
LIGHT CHAIN, FAB HEAVY 
CHAIN; ANTIBODY, FAB, ANTI-TF, 
MONOCLONAL, MURINE, 










IMMUNE SYSTEM HIGH AFFINITY 
IGE-FC RECEPTOR, FC(EPSILON) 
IGE-FC; IMMUNOGLOBULIN 
FOLD, GLYCOPROTEIN, 
RECEPTOR, IGE-BINDING 2 
PROTEIN, IGE ANTIBODY, IGE-FC 
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STAR 
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1.4e-53 


1.4e-25 


4.2e-49 
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2.8e-47 
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Psi Blast 
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0.03 
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0.04 
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QFOL 


IMMUNOGLOBULIN 
IGG2A FAB FRAGMENT 
(FAB17-IA) 
(ORTHORHOMBIC 


IMMUNOGLOBULIN 
NMC-4 IGGl; CHAIN: L; 
IMMUNOGLOBULIN 
NMC-4 IGGl; CHAIN: H; 
VON WILLEBRAND 
FACTOR; CHAIN: A; 


BLUE FLUORESCENT 
ANTIBODY (19G2)- 
HEAVY CHAIN; CHAIN: 
H, A; BLUE 
FLUORESCENT 
ANTIBODY (19G2)- 
LIGHT CHAIN; CHAIN: L, 
B; 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl 
(KAPPA LIGHT CHAIN) 
FAB' FRAGMENT IFIG 3 


MONOCLONAL 
ANTIBODY MAK33; 
CHAIN: L; 
MONOCLONAL 
ANTIBODY MAK33; 
CHAIN: H; 


IMMUNOGLOBULIN FAB 
5G9; CHAIN: L, H; 




Compound 




IMMUNE SYSTEM VON 
WILLEBRAND FACTOR, 
GLYCOPROTEIN IBA (A: 
BINDING, 2 COMPLEX 
(WILLEBRAND/IMMUM 
N), BLOOD COAGULATI 
3 2B VON WILLEBRAND 


IMMUNE SYSTEM 
IMMUNOGLOBULIN FOI 




IMMUNE SYSTEM FAB, ] 
CRYSTAL STRUCTURE 


IMMUNOGLOBULIN FAI 
LIGHT CHAIN, FAB HEA 
CHAIN; ANTIBODY, FAE 
MONOCLONAL, MURIN1 
IMMUNOGLOBULIN 


IMMUNOGLOBULIN 
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TAA 1 


















AA | 


END 1 


4.2e-61 




1.4e-29 


2.8e-64 


2.8e-26 


9.8e-58 




Psi Blast 


0.25 


0.23 




0.19 


0.40 


0.13 




Verify 
score 


0.11 


0.25 


-0.03 


0.35 




0.17 
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•a 
•n 
















U 

1 


SEOFOL 


IMMUNOGLOBULIN 
HEAVY CHAIN; CHAIN: 
H, K; 


IMMUNOGLOBULIN 
HEAVY CHAIN; CHAIN: 
H, K; 

IMMUNOGLOBULIN 
LIGHT CHAIN; CHAIN: L, 
M; 


IMMUNOGLOBULIN 
HEAVY CHAIN; CHAIN: 
H, K; 

IMMUNOGLOBULIN 
LIGHT CHAIN; CHAIN: L, 
M; 


LIGHT CHAIN; CHAIN: L, 
M; 


IMMUNOGLOBULIN 
HEAVY CHAIN; CHAIN: 
H, K; 


IMMUNOGLOBULIN FAB 
FRAGMENT OF 
HUMANIZED ANTIBODY 
4D5, VERSION 4 1 FVD 3 


MAJOR POLLEN 
ALLERGEN BET Vl-A; 
CHAIN: A, D, G, J; 
IMMUNOGLOBULIN 
KAPPA LIGHT CHAIN; 
CHAIN: B, E, H, K; 
ANTIBODY HEAVY 
CHAIN FAB; CHAIN: C, F, 
I, L; 


CRYSTAL FORM) IFOR 3 | 


Compound 


IMMUNE SYSTEM IGG; 
IMMUNOGLOBULIN, ANTIBODY, 
B12 


IMMUNE SYSTEM IGG; 
IMMUNOGLOBULIN, ANTIBODY, 
B12 


IMMUNE SYSTEM IGG; 
IMMUNOGLOBULIN, ANTIBODY, 
B12 


IMMUNE SYSTEM IGG; 
IMMUNOGLOBULIN, ANTIBODY, 
B12 




IMMUNE SYSTEM BET V I-A, 
BETVI ALLERGEN; BV16 FAB- 
FRAGMENT, KAPPA MOPC21 
CODING SEQUENCE; HEAVY 
CHAIN OF THE MONOCLONAL 
ANTIBODY MST2; BET V 1, BV16 
FAB FRAGMENT, ANTIBODY 
ALLERGEN COMPLEX 
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STAR 
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1.4e-32 


2.8e-68 


I 


2.8e-26 


4.2e-70 


1.4e-36 




Psi Blast 


-0.13 


0.16 


-0.01 


0.24 | 


0.23 


0.11 




Verify 
score 


0.13 


0.66 


0.01 


0.43 


0.23 






PMF 
score 
















SEQFOL 
D score 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl 
(IGG1)(MCG)WITHA 
HINGE DELETION IMCO 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl 
(IGG1)(MCG)WITHA 
HINGE DELETION IMCO 
3 


IMMUNOGLOBULIN 
ANTIGEN-BINDING 
FRAGMENT (FAB) 
(IGG2B, KAPPA) IMAM 3 




KB5-C20 T-CELL j 
ANTIGEN RECEPTOR; 
CHAIN: A, B; ANTIBODY 
DESIRE- 1; CHAIN: L, H; 


KB5-C20 T-CELL 
ANTIGEN RECEPTOR; 
CHAIN: A, B; ANTIBODY 
DESIRE- 1; CHAIN: L, H; 


INTERLEUKIN-1 BETA; 
CHAIN: A; TYPE 1 
INTERLEUKIN-1 
RECEPTOR; CHAIN: B; 




Compound 








COMPLEX 

(IMMUNOGLOBULIN/RECEPTOR) 
TCR VAPLHA VBETA DOMAIN; T- 
CELL RECEPTOR, STRAND 
SWITCH, FAB, ANTICLONOTYPIC, 
2 

(IMMUNOGLOBULIN/RECEPTOR) 


COMPLEX 

(IMMUNOGLOBULIN/RECEPTOR) 
TCR VAPLHA VBETA DOMAIN; T- 
CELL RECEPTOR, STRAND 
SWITCH, FAB, ANTICLONOTYPIC, 
2 

(IMMUNOGLOBULIN/RECEPTOR) 


COMPLEX 

(IMMUNOGLOBULIN/RECEPTOR) 
IMMUNOGLOBULIN FOLD, 
TRANSMEMBRANE, 
GLYCOPROTEIN, RECEPTOR, 2 
SIGNAL, COMPLEX 
(IMMUNOGLOBULIN/RECEPTOR) 
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1 


1 






lqfu 


Iplg 


lnbv 


lmim 


Imco 


Imco 


Imco 




S3 


EC 


EC 


EC 


EC 


EG 


EC 


EC 




CHAI 
NID 














So 




STAR 
TAA 


















n 


2.8e-56 


8.4e-70 


4.2e-66 




4.2e-57 








Psi Blast 


0.36 


| 0.39 


0.22 


| 0.41 


0.31 


0.08 






Verify 
score 


0.52 


J 0.17 


-0.12 


0.46 


0.11 


0.89 






PMF 
score 














112.21 




SEQFOL 
D score 


HEMAGGLUTININ (HAl 
CHAIN); CHAIN: A; 
HEMAGGLUTININ (HA2 
CHAIN); CHAIN: B; 
IMMUNOGLOBULIN 
IGGl-KAPPA ANTIBODY 
(LIGHT CHAIN); CHAIN: 


IGG2A=KAPPA=; IPLG 4 
1 CHAIN: L,H; IPLG 5 


IMMUNOGLOBULIN FAB 
(BV04-01) 
AUTOANTIBODY 
BINDING SINGLE- 
STRANDED DNA INBV 3 
(UNLIGANDED FORM) 
INBV 4 


| CHAIN: H, L; 


7Z 

3 

| 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl 
(IGGI) (MCG) WITHA 
HINGE DELETION IMCO 
3 


IMMUNOGLOBULIN Gl 
(IGGI) (MCG) WITH A 
HINGE DELETION IMCO 

3 


IMMUNOGLOBULIN I 


(IGGI) (MCG) WITH A 
HINGE DELETION IMCO 
3 


IMMUNOGLOBULIN 
IMMUNOGLOBULIN Gl 




Compound 


VIRAL PROTEIN/IMMUNE 
SYSTEM COMPLEX 
(HEMAGGLUTININ/IMMMUNOGL 
OBULIN), HEMAGGLUTININ, 2 
IMMUNOGLOBULIN, VIRAL 
PROTEIN/IMMUNE SYSTEM 


| IMMUNOGLOBULIN | 




IMMUNOGLOBULIN, C REGION 


I 
I 

c 
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1 


1 


1 


1 




1 


2 H w 


2fgw 


2fgw 


2cgr 


b! 


bi 


lyej 


lwio 


Bg 




W 


IX 


a 


X 


X 


> 


CHAI 
NID 
















STAR 
TAA 


















j 7e-27 






1.4e-56 




1.3e-51 




Psi Blast 


| 0.34 


0.24 


-0.00 


0.26 


0.28 


0.27 


0.22 


Verify 
score 


| 0.23 


0.24 


-0.07 


0.07 




0.03 


-0.17 


PMF 
score 
















SEQFOL 
D score 


IMMUNOGLOBULIN FAB 
| FRAGMENT OF A 


IMMUNOGLOBULIN FAB 
FRAGMENT OF A 
HUMANIZED VERSION 
OF THE ANTI-CD18 
2FGW 3 ANTIBODY 'H52' 
(HUH52-OZ FAB) 2FGW 4 


IMMUNOGLOBULIN 
IGG2B (KAPPA) FAB 
FRAGMENT 
COMPLEXED WITH 
ANTIGEN 2CGR 3 N-(P- 
CYANOPHENYL)-N'- 
(DTPHENYLEMETHYL) 
GUANIDINEACETIC 
ACID 2CGR 4 


IGG 5C8; CHAIN: L, H; 


IGG 5C8; CHAIN: L,H; 


IG ANTIBODY D2.3 
(LIGHT CHAIN); CHAIN: 
L;IG ANTIBODY D2.3 
(HEAVY CHAIN); CHAIN: 
H; 


T-CELL SURFACE 
GLYCOPROTEIN CD4; 
CHAIN: A, B; 


Compound 








CATALYTIC ANTIBODY 
CATALYTIC ANTIBODY, FAB, 
RING CLOSURE REACTION 


CATALYTIC ANTIBODY 
CATALYTIC ANTIBODY, FAB, 
RING CLOSURE REACTION 


IMMUNE SYSTEM ABZYME, 
TRANSITION STATE ANALOG, 
IMMUNE SYSTEM 


GLYCOPROTEIN, T-CELL, 2 MHC 
LIPOPROTEIN, POLYMORPHISM 


GLYCOPROTEIN CD4; 
IMMUNOGLOBULIN FOLD, 


i f 

i i 

o 
-; 

% 

3 
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* 


t 






? B 1 




la9n 








la9n 


1 




eg 

03 


> 


> 


> 


> 


> 


> 


> 




CHAI 
NID 




g 














STAR 
TAA 




5 










g 




sg 


i 




1.5e-25 


1.2e-21 


7e-07 


le-24 


le-26 




Psi Blast 


j 0.34 






0.46 


0.34 


0.73 


0.41 




S <! 
3£ 








0.57 


1.00 


0.89 


0.96 




PMF 
score 


















SEQFOL 
D score 


1 U2 RNA HAIRPIN IV; 
| CHAIN: Q, R; U2 A'; 


U2 RNA HAIRPIN IV; 
CHAIN: Q,R;U2A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


RIBONUCLEASE 
INHIBITOR; CHAIN: A, D; 
ANGIOGENIN; CHAIN: B, 
E; 


HUMANIZED VERSION 
OFTHE ANTI-CD18 
2FGW 3 ANTIBODY 'H52' 
(HUH52-OZ FAB) 2FGW 4 


Compound 


1 COMPLEX (NUCLEAR 

| PROTEIN/RNA) COMPLEX 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP, RIB ONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNPjRIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP,RIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP.RIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP,RIB ONUCLEOPROTEIN 


COMPLEX 

(INfflBITOR/NUCLEASE) 
COMPLEX 

(INfflBITOR/NUCLEASE), 
COMPLEX (RI-ANG), HYDROLASE 
2 MOLECULAR RECOGNITION, 
EPITOPE MAPPING, LEUCINE- 
RICH 3 REPEATS 
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s 








? 3 1 


8 


1 


IdOb 


IdOb 


IdOb 


1 


1 




1 




e| 




> 


> 


> 


> 


o 


o 


o 


n 




CHAI 
NID 






















STAR 
TAA 


















g 






1.4e-10 


7e-27 


8.4e-27 


1.4e-23 


t 


5.1e-26 


1.7e-18 


7e-07 


6.8e-25 




Psi Blast 


0.79 


1.21 


0.56 


0.55 


0.59 


0.67 




0.52 


0.73 




Verify 
score 


0.80 




1.00 








0.90 


1.00 


0.84 




PMF 
score 






















SEQFOL 
D score 


RAB 

GERANYLGERANYLTRA 
NSFERASE ALPHA 
SUBUNIT; CHAIN: A, C; 


INTERNALIN B; CHAIN: 
A; 


INTERNALIN B; CHAIN: 
A; 


INTERNALIN B; CHAIN: 
A; 


INTERNALIN B; CHAIN: 
A; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


U2 RNA HAIRPIN IV; 
CHAIN: Q, R; U2 A'; 
CHAIN: A, C; U2 B"; 
CHAIN: B, D; 


CHAIN: A, C; U2 B"; j 
CHAIN: B, D; I 


Compound 


TRANSFERASE CRYSTAL 
STRUCTURE, RAB 
GERANYLGERANYLTRANSFERAS 
E, 2.0 A 2 RESOLUTION, N- 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, 
CELL ADHESION 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, 
CELL ADHESION 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, 
CELL ADHESION 


CELL ADHESION LEUCINE RICH 
REPEAT, CALCIUM BINDING, 
CELL ADHESION 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP,RIBONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP,RTBONUCr .EOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP.RIB ONUCLEOPROTEIN 


COMPLEX (NUCLEAR 
PROTEIN/RNA) COMPLEX 
(NUCLEAR PROTEIN/RNA), RNA, 
SNRNP.RIBONUCLEOPROTEIN 


(NUCLEAR PROTEIN/RNA), RNA, 1 
SNRNP,RIBONUCLEOPROTEIN 


O 
I- 
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g 




si a w 


1 


i 


1 


Idee 


Idee 




« 




> 


> 


> 


> 




CHAI 
NID 














STAR 
TAA 














S| 


2.8e-15 


1.7e-18 


8.4e-13 


1.4e-ll 


I 




Psi Blast 


0.01 


-0.21 


-0.32 


0.72 


i 




Verify 


0.62 


0.05 


0.19 


0.99 


-0.05 




PMF 
score 














SEQFOL 
D score 


OUTER ARM DYNEIN; 
CHAIN: A; 


OUTER ARM DYNEIN; 
CHAIN: A; 


OUTER ARM DYNEIN; 
CHAIN: A; 


RAB 

GERANYLGERANYLTRA 
NSFERASE ALPHA 
SUBUNIT; CHAIN: A, C; 
RAB 

GERANYLGERANYLTRA 
NSFERASE BETA 
SUBUNIT; CHAIN: B, D; 


RAB 

GERANYLGERANYLTRA 
NSFERASE ALPHA 
SUBUNIT; CHAIN: A, C; 
RAB 

GERANYLGERANYLTRA 
NSFERASE BETA 
SUBUNIT; CHAIN: B, D; 


RAB 

GERANYLGERANYLTRA 
NSFERASE BETA 
SUBUNIT; CHAIN: B, D; 


Compound 


CONTRACTILE PROTEIN 
LEUCINE-RICH REPEAT, BETA- 
BETA-ALPHA CYLINDER, 
DYNEIN, 2 CHLAMYDOMONAS, 
FLAGELLA 


CONTRACTILE PROTEIN 
LEUCINE-RICH REPEAT, BETA- 
BETA-ALPHA CYLINDER, 
DYNEIN, 2 CHLAMYDOMONAS, 
FLAGELLA 


CONTRACTILE PROTEIN 
LEUCINE-RICH REPEAT, BETA- 
BETA-ALPHA CYLINDER, 
DYNEIN, 2 CHLAMYDOMONAS, 
FLAGELLA 


STRUCTURE, RAB 
GERANYLGERANYLTRANSFERAS 
E, 2.0 A 2 RESOLUTION, N- 
FORMYLMETHIONINE, ALPHA 
SUBUNIT, BETA SUBUNIT 


TRANSFERASE CRYSTAL 


TRANSFERASE CRYSTAL 
STRUCTURE, RAB 
GERANYLGERANYLTRANSFERAS 
E, 2.0 A 2 RESOLUTION, N- 
FORMYLMETHIONINE, ALPHA 
SUBUNIT, BETA SUBUNIT 


FORMYLMETHIONINE, ALPHA 
SUBUNIT, BETA SUBUNIT 
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1 


I 


I 






1 


I 


1 


I 




? B 1 


1 lath 


lath 


lath 


lath 


lath 


1 


1 


1 


1 




as 

td 






> 


> 


> 


> 


> 


> 


> 




CHAI 
NID 










g 












STAR 
TAA 








g 
















| 2.8e-96 


2.8e-96 


1.4e-97 






4.2e-100 


4.2e-100 




2.8e-91 




Psi Blast 


1 0.70 












0.32 








Verify 
score 


| 1.00 












1.00 








PMF 




137.56 


170.36 




168.04 


154.82 




155.82 


152.25 




SEQFOL 
D score 


1 HUMAN 


HUMAN 

ANTITHROMBIN-III 
ANTITHROMBIN III 
1ATH3 


HUMAN 

ANTITHROMBIN-III 
ANTITHROMBIN III 
1ATH3 


HUMAN 

ANTITHROMBIN-III 
ANTITHROMBIN III 
1ATH3 


HUMAN 

ANTITHROMBIN-III 
ANTITHROMBIN III 
1ATH3 


ANTICHYMOTRYPSIN; 
CHAIN: A, B; 


ANTICHYMOTRYPSIN; 
CHAIN: A, B; 


ANTICHYMOTRYPSIN; 
CHAIN: A, B; 


PLASMINOGEN 
ACTIVATOR INHIBITOR 
TYPE 1; CHAIN: A; 
PENTAPEPTIDE; CHAIN: 
B,C 


TYPE 1; CHAIN: A; 
PENTAPEPTIDE; CHAIN: 
B,C 


Compound 












SERPIN ACT; SERPIN, SERINE 
PROTEASE INHIBITOR, 
ANTICHYMOTRYPSIN 


SERPIN ACT; SERPIN, SERINE 
PROTEASE INHIBITOR, 
I ANTICHYMOTRYPSIN 


SERPIN ACT; SERPIN, SERINE 
PROTEASE INHIBITOR, 
ANTICHYMOTRYPSIN 


COMPLEX (PROTEASE 
INHIBITOR/PEPTIDE) PAI-1; 
SERINE PROTEASE INHIBITOR, 
PAI-1, CARBOHYDRATE, 
INHIBITOR 2 COMPLEX, PEPTIDE 


SERINE PROTEASE INHIBITOR, 
PAI-1, CARBOHYDRATE, 
INHIBITOR 2 COMPLEX, PEPTIDE 
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1 


I 


1 


I 


I 


1 


I 


I 


1 




? B 1 


£ 


f 


(TO 


1 


1 






| 


1 




W 








> 


> 


> 


> 


> 






CHAI 
NID 






















STAR 
TAA 






£ 










c 








4.2e-97 


2.8e-97 


2.8e-97 


9.8e-91 


1.4e-91 








8.4e-96 




Psi Blast 












0.55 










Verify 
score 




1 








1.00 










PMF 
score 


154.88 




180.38 


163.81 


162.23 




147.26 


148.40 


138.93 




SEQFOL 
D score 


ANTITHROMBIN-III; 
CHAIN: I; 

ANTITHROMBIN-III: 
CHAIN: L; 


ANTITHROMBIN-III: 
CHAIN: I; 

ANTITHROMBIN-III: 
CHAIN: L; 


ANTITHROMBIN-III: 
CHAIN: I; 

ANTITHROMBIN-III: 
CHAIN: L; 


PLASMINOGEN 
ACTIVATOR INHIBITOR- 
1; CHAIN: A, B; 


ACTIVATOR INHIBITOR- 
I 1; CHAIN: A, B; 


1 PLASMINOGEN 


PLASMINOGEN 
ACTIVATOR INHIBITOR- 
2; CHAIN: A; 


PLASMINOGEN 
ACTIVATOR INHIBITOR- 
2; CHAIN: A; 


PLASMINOGEN 
ACTIVATOR INHIBITOR- 
2; CHAIN: A; 


HUMAN 

ANTITHROMBIN-III 
ANTITHROMBIN III 
1ATH3 


ANTITHROMBIN-III 
ANTITHROMBIN III 
1ATH3 


Compound 








SERPIN SERPIN 


SERPIN SERPIN 


SERPIN SERPIN 


HYDROLASE INHIBITOR NATIVE 
SERPIN, HYDROLASE INHIBITOR 


j SERPIN, HYDROLASE INHIBITOR 


1 HYDROLASE INHIBITOR NATIVE 


PROTEIN BINDING PAI-2; SERPIN, 
PROTEIN BINDING 


PROTEIN BINDING PAI-2; SERPIN, 
PROTEIN BINDING 


PROTEIN BINDING PAI-2; SERPIN, 
PROTEIN BINDING 
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1 


I 


1 


1 


I 


I 


1 




lhle 


lhle 


IfOc 


1 


lezx 


lezx 


lezx 


3 I 


> 


> 


> 


> 


> 


> 


> 


CHAI 
NID 
















STAR 
TAA 




















4.2e-99 


? 


2.8e-66 




1.4e-99 


2.8e-98 


Psi Blast 


0.30 








0.28 






Verify 
score 










1.00 






PMF 




134.44 


106.63 


104.89 




156.36 


157.67 


SEQFOL 
D score 


HYDROLASE 
INHIBITOR(SERINE 
PROTEINASE) HORSE 


HYDROLASE 
INHIBITOR(SERINE 
PROTEINASE) HORSE 
LEUKOCYTE ELASTASE 
INHIBITOR (HLEI) IHLE 
3 


ICE INHIBITOR; CHAIN: 
A; ICE INHIBITOR; 
CHAIN: B; 


ICE INHIBITOR; CHAIN: 
A; ICE INHIBITOR; 
CHAIN: B; 


ALPHA-l-ANTITRYPSIN; 
CHAIN: A; ALPHA-l- 
ANTITRYPSIN; CHAIN: 
B; TRYPSIN; CHAIN: C; 


ALPHA-l-ANTITRYPSIN; 
CHAIN: A; ALPHA-l- 
ANTITRYPSIN; CHAIN: 
B; TRYPSIN; CHAIN: C; 


ALPHA-l-ANTITRYPSIN; 
CHAIN: A; ALPHA-l- 
ANTITRYPSIN; CHAIN: 
B; TRYPSIN; CHAIN: C; 


Compound 






VIRUS/VIRAL PROTEIN 
CYTOKINE RESPONSE MODIFIER 
PROTEIN, CRMA; CYTOKINE 
RESPONSE MODIFIER PROTEIN, 
CRMA; APOPTOSIS, CASPASE 
INHIBITOR, PROTEASE 
INHIBITOR, SERPIN 


VIRUS/VIRAL PROTEIN 
CYTOKINE RESPONSE MODIFIER 
PROTEIN, CRMA; CYTOKINE 
RESPONSE MODIFIER PROTEIN, 
CRMA; APOPTOSIS, CASPASE 
INHIBITOR, PROTEASE 
INHIBITOR, SERPIN 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEASE-INHIBITOR 
COMPLEX, SERPIN, ALPHA- 1- 
ANT1TRYPSIN, 2 TRYPSIN 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEASE-INHIBITOR 
COMPLEX, SERPIN, ALPHA-l- 
ANTITRYPSIN, 2 TRYPSIN 


HYDROLASE/HYDROLASE 
INHIBITOR PROTEASE-INHIBITOR 
COMPLEX, SERPIN, ALPHA-l- 
ANTITRYPSIN, 2 TRYPSIN 


PDB annotation 



